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BLAST Basic Local Alignment Search Tool 



Return to current designEdit and Resubmit Save Search Strategies Formatting options Download 

Protein sequence(220 letters) 

Results for: ) lcl|11706 None(220aa) g| 

Your BLAST job specified more than one input sequence. This box lets you choose which input sequence 
to show BLAST results for. 

Query ID 

Id | [11706 
Description 

None 
Molecule type 

amino acid 
Query Length 

220 

Database Name 

nr 

Description 

All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental 
samples from WGS projects 
Program 

BLASTP 2.2.18+ Citation 



Reference 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang, Webb 
Miller, and David J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 
Reference 

Reference - compositional score matrix adjustment 

Altschul, Stephen F., John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis, Alejandro 
A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches using compositionally adjusted 
substitution matrices", FEBS J. 272:5101-5109. 

Other reports: Search Summary [Taxonomy reports] [Distance tree of results] 



Search Parameters 

Program blastp 

Word size 3 

Expect value 10 

Hitlistsize 100 

Gapcosts 11,1 

Matrix BLOSUM62 

Threshold 1 1 
Composition-based stats 2 

Window Size 40 



Database 

Posted date May 1 3, 2008 5:55 PM 
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Number of letters 2,229,583,460 
Number of sequences 6,530,794 
Entrez query none 



Karlin-Altschul statistics 



Params Gapped Ungapped 



Lambda 0.322234 0.267 
K 0.13584 0.041 

H 0.392855 0.14 



Results Statistics 



Length adjustment 



129 



Effective length of query 91 
Effective length of database 13871 1 1034 
Effective search space 1 262271 04094 
Effective search space used 1 262271 04094 

Graphic Summary 

Show Conserved Domains 

Putative conserved domains have been detected, click on the image below for detailed results. 



Distribution of 101 Blast Hits on the Query Sequence 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups. 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line. Mousing 
over an alignment shows the alignment definition and score in the box at the top. Clicking an alignment 
displays the alignment detail. 
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Descriptions 

Legend for links to other resources: E UniGene El GEO E§3 Gene S Structure USD Map Viewer 

Sequences producing significant alignments: 

(Click headers to. sort columns) 

ABK22119.1 unknown [Picea sitchensis] >gb| ABK25940 . l | 406 406 99% 4e- 

unknown [Picea sitchensis] 112 

NP_001059109.1 Os07g0194000 [Oryza sativa (japonica 389 389 99% 9e^ [IJM 

cultivar-group) ] >dbj | BAD30158 . 1 | 107 
synaptobrevin-like protein [Oryza sativa 
Japonica Group] >emb | CAD70274 . 1 | 
synaptobrevin 1 [Oryza sativa (japonica 
cultivar-group)] >dbj | BAF21023 . 1 | 
Os07g0194000 [Oryza sativa (japonica 
cultivar-group) ] 

NP 001051606.1 Os03g0803000 [Oryza sativa (japonica 387 387 99% 2e~- [ljfc| 

cultivar-group)] >gb|AA072389 . 1 | 106 
synaptobrevin-like protein [Oryza sativa 
(japonica cultivar-group)] >gb | ABF99408 . 1 | 
Vesicle-associated membrane protein 724, 
. putative, expressed [Oryza sativa (japonica 
' cultivar-group)] >dbj | BAF13520 . 1 1 
Os03g0803000 [Oryza sativa (japonica 
cultivar-group) ] 



CAO68808.1 


unnamed protein product [Vitis vinifera] 


385 


385 


99% 


8e- 
106 




CAO63820.1 


unnamed protein product [Vitis vinifera] 


385 


385 


99% 


8e- 
106 




NP_171968.1 


ATVAMP726 (VESICLE -ASSOCIATED MEMBRANE 
PROTEIN) [Arabidopsis thaliana] 
>sp|Q9MAS5|VA726_ARATH Putative vesicle- 
associated membrane protein 726 (AtVAMP726) 


384 


384 


99% 


2e- 
105 


WB 


CAN81365.1 


hypothetical protein [Vitis vinifera] 
>emb | CA041974 . 1 | unnamed protein product 
[Vitis vinifera] 


384 


384 


99% 


2e- 
105 




NP180826.2 


ATVAMP725 (Arabidopsis thaliana vesicle- 
associated membrane protein 725) 
>sp | 048850 |VA725_ARATH Vesicle-associated 
membrane protein 725 (AtVAMP725) 
>dbj |BAC42934 . 1 | putative synaptobrevin 
[Arabidopsis thaliana] >gb | AAP06822 . 1 | 
putative synaptobrevin protein [Arabidopsis 
thaliana] 


379 


379 


99% 


6e- 
104 


UH 


AAQ15287.1 


synptobrevin-related protein [Pyrus 
pyrifolia] 


379 


379 


88% 


le- 
103 




AAC04496.1 


putative synaptobrevin [Arabidopsis thaliana] 


378 


378 


99% 


le- 
103 




NP_171967.1 


VAMP7B (VESICLE-ASSOCIATED MEMBRANE PROTEIN 
7B) [Arabidopsis thaliana] 
>sp|Q9ZTW3 |VA72l_ARATH Vesicle-associated 


378 


378 


99% 


le- 
103 


HE 



membrane protein 721 (AtVAMP721) (v-SNARE 
synaptobrevin 7B) (AtVAMP7B) >gb | AAC98905 . 1 | 
vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 
>gb | AAL85003 . 1 1 Atlg04740/T1G11_1 [Arabidopsis 
thaliana] >gb| AAM914 91 . 1 | Atlg04740/T1G11_1 
[Arabidopsis thaliana] >dbj | BAD42978 . 1 | 
putative vesicle-associated membrane protein, 
synaptobrevin 7B [Arabidopsis thaliana] 
>dbj |BAD43361 . 1 | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
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BAD43410.1 



(Arabidopsis thaliana] >dbj | BAD43374 . 1 | 
putative vesicle-associated membrane protein, 
synaptobrevin 7B [Arabidopsis thaliana] 
>dbj | BAD43437 . l | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] >dbj | BAD43557 . 1 | 
putative vesicle-associated membrane protein, 
synaptobrevin 7B [Arabidopsis thaliana] 
>dbj | BAD43592 . 1 | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] >dbj | BAD43735 . 1 | 
putative vesicle-associated membrane protein, 
synaptobrevin 7B (Arabidopsis thaliana] 
>dbj | BAD43994 . 1 | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] >dbj | BAD44048 . 1 | 
putative vesicle-associated membrane protein, 
synaptobrevin 7B [Arabidopsis thaliana] 
>dbj | BAD44054 . 1 | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] >dbj |BAD44149.l| . 
putative vesicle-associated membrane protein, 
synaptobrevin 7B [Arabidopsis thaliana] 
>dbj | BAD44415 . 1 | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] >dbj | BAD44419 . 1 | 
putative vesicle-associated membrane protein, 
synaptobrevin 7B [Arabidopsis thaliana] 
>dbj | BAD44642 . 1 | putative vesicle-associated 
membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] 

putative vesicle-associated membrane protein, 377 377 99% 3e- 
synaptobrevin 7B [Arabidopsis thaliana] 103 



AAF40460.1 Strong similarity to the synaptobrevin 377 377 99% 3e- 

homolog F25I18.14 gi | 2924792 from A. thaliana 103 
on BAC gb|AC002334. [Arabidopsis thaliana] 

NP180871.1 SARI (SYNAPTOBREVIN- RELATED PROTEIN 1) 369 369 99% 9e^ ffffcl 

[Arabidopsis thaliana] >sp| P47192 |VA722_ARATH 101 
Vesicle-associated membrane protein 722 
(AtVAMP722) (Synaptobrevin- related protein 1) 
>gb|AAL31896.1 |AF419564_1 At2g33120/F25I18 . 14 
[Arabidopsis thaliana] >gb | AAC04921 . 1 | 
putative synaptobrevin [Arabidopsis thaliana] 
>gb | AAL62414 . 1 | putative synaptobrevin 
[Arabidopsis thaliana] >gb | AAL79587 . 1 1 
At2g33120/F25I18.14 [Arabidopsis thaliana] 
>gb | AAM4 8025 . 1 | putative synaptobrevin 
[Arabidopsis thaliana] >gb | AAM64431 . 1 | 
putative synaptobrevin [Arabidopsis thaliana] 
>gb|AAM91096.1| At2g33120/F25I18 . 14 
[Arabidopsis thaliana] 



AAA56991.1 


formerly called HAT24 ; synaptobrevin- related 365 
protein 


365 


99% 


8e- 
100 


NP_001031469.1 


SARI (SYNAPTOBREVIN -RELATED PROTEIN 1) 360 
[Arabidopsis thaliana] 


360 


99% 


3e- EE 

98 


ABK92923.1 


unknown [Populus trichocarpa] >gb| ABK944 86 . 1 | 357 
unknown [Populus trichocarpa] >gb j ABK95420 . 1 j 
unknown [Populus trichocarpa] 


357 


99% 


2e- 
97 


EAZ03095.1 


hypothetical protein Osl_024327 [Oryza sativa 357 
(indica cultivar-group) ] >gb | EAZ39005 . 1 | 
hypothetical protein OsJ_022488 [Oryza sativa 
(japonica cultivar-group)] 


357 


99% 


4e- 
97 
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EAZ28954.1 



hypothetical protein OsJ_012437 [Oryz; 
(japonica cultivar-group) ] 



sativa 351 . 351 85% 2e- 



EAY92225.1 



hypothetical protein Osl_013458 [Oryza sativa 351 351 
(indica cultivar-group)] 



CAN65946.1 



hypothetical protein [vitis vinifera] 



349 349 90% 6e- 



ABK24294.1 



unknown [Picea sitchensis] 



349 349 100% 9e- 



NP_001049070.1 Os03g0165800 [Oryza sativa (japonica 

cultivar-group)] >gb | ABF94152 . 1 | Vesicle- 
associated membrane protein 724, putative, 
expressed [Oryza sativa (japonica cultivar- 
group)] >dbj |BAF10984 .1| Os03g0165800 [Oryza 
sativa (japonica cultivar-group)] 
>gb|EAY88679.l| hypothetical protein 
Osl_009912 [Oryza sativa (indica cultivar- 
group) ] 



346 346 98% 7e- 



"EE" 



XP001777330.1 


R- SNARE, VAMP72-family [Physcomitrella patens 326 
subsp. patens] >gb | EDQ57860 . 1 | R- SNARE, 
VAMP72-f amily [Physcomitrella patens subsp. 
patens] 


326 


99% 


8e- 
88 


EE 


CAO70980.1 


unnamed protein product [Vitis vinifera] 325 


325 


99% 


le- 

87 




ABK27118.1 


unknown [Picea sitchensis] 325 


325 


100% 


2e- 
87 




ABK23325.1 


unknown [Picea sitchensis] 319 


319 


100% 


6e- 

86 




023429 


Vesicle-associated membrane protein 724 318 
(AtVAMP724) (SYBLl-like protein) 
>gb|AAT41760.l| At4gl5780 [Arabidopsis 
thaliana] >gb | AAT70463 . 1 | At4gl5780 
[Arabidopsis thaliana] 


318 


99% 


2e- 
85 




XP001784148.1 


R-SNARE, VAMP72-family [Physcomitrella patens 317 
subsp. patens] >gb | EDQ51072 . 1 | R-SNARE, 
VAMP72-family [Physcomitrella patens subsp. 
patens] 


317 


99% 


se- 
as 


EE 


AAV49990.1 


putative synaptobrevin/VAMP [Hordeum vulgare 303 
subsp. vulgare] 


303 


97% 


5e- 
81 




ABK95406.1 


unknown [Populus trichocarpa] 293 


293 


98% 


4e- 
78 





NP_190998.1 ATVAMP727 (Arabidopsis thaliana vesicle- 
associated membrane protein 727) 
>ref |NP_001078283.1| ATVAMP72 7 (Arabidopsis 
thaliana vesicle-associated membrane protein 
727) >sp|Q9M376 |VA727_ARATH Vesicle- 
associated membrane protein 727 (AtVAMP727) 
>emb|CAB71004.l| synaptobrevin- like protein 
[Arabidopsis thaliana] >gb| AAS4 7612 . 1 | 
At3g54300 [Arabidopsis thaliana] 
>gb|AAS76729.l| At3g54300 [Arabidopsis 
thaliana] >dbj | BAF0 0993 . l| synaptobrevin - 
like protein [Arabidopsis thaliana] 

NP850201.1 ATVAMP723 (Arabidopsis thaliana vesicle- 

associated membrane protein 723) 
>sp|Q8VY6 9|VA723_ARATH Vesicle-associated 
membrane protein 723 (AtVAMP723) 
>gb|AAL62392.l| putative synaptobrevin 
[Arabidopsis thaliana] >gb|AAN15528 . 1 | 
putative synaptobrevin [Arabidopsis thaliana] 

NP_001062495.1 Os08g0558600 [Oryza sativa (japonica 286 286 

cultivar-group)] >dbj | BAD13129 . 1 | putative 



293 293 99% 4e- 



E~ 



289 289 99% le- 



~EE~ 



~PFT 
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vesicle-associated membrane protein 725 
(AtVAMP725) [Oryza sativa Japonica Group] 
>dbj |BAF24409.1| Os08g0558600 [Oryza sativa 
(japonica cultivar-group) ] 

CA063919.1 unnamed protein product [Vitis vinifera] 285 285 99% 2e^ 

75 

CAJ15414.1 unnamed protein product [Triticum aestivum] 283 283 97% 5e^ 

75 

CAJ13968.1 unnamed protein product [Aegilops tauschii] 283 283 97% 7e^ 

75 

CAJ13552.1 unnamed protein product [Triticum turgidum] 283 283 97% 8e- 

75 

CAJ13539.1 unnamed protein product [Triticum aestivum] 282 282 97% le- 

74 

AAS88558.1 putative synaptobrevin [Triticum monococcum] 281 281 97% 2e~- 

74 

NP_001030968.1 VAMP 7 B (VESICLE -ASSOCIATED MEMBRANE PROTEIN 280 280 99% 6^ |TjM 

7B) [Arabidopsis thaliana] >dbj | BAD44122 . 1 | 74 

putative vesicle-associated membrane protein, 

synaptobrevin 7B [Arabidopsis thaliana] 
_________ R _ SNAREj vAMP72-family [Physcomitrella patens 278 278 100% 2e- _g| 

subsp. patens] >gb | EDQ55180 . 1 | R- SNARE , 73 

VAMP72-family [Physcomitrella patens subsp. 

NP_193313.2 ATVAMP724 (Arabidopsis thaliana vesicle- 275 275 85% 2e^ |IJ[cj 

associated membrane protein 724) 72 

XP001692216.1 R-SNARE protein, VAMP72-family [Chlamydomonas 268 268 95% 2e~- _f_el 
reinhardtii] >gb | EDP04166 . 1 | R-SNARE protein, 70 
VAMP72-f amily [Chlamydomonas reinhardtii] 

NP_001059291.1 Os07g0249200 [Oryza sativa (japonica 266 266 97% 9e^ t,l_cj ~ 

cultivar-group)] >dbj | BAC20811 . 1 | putative 70 

Vesicle-associated membrane protein [Oryza 

sativa Japonica Group] >dbj | BAD30660 . 1 | 

putative Vesicle-associated membrane protein 

[Oryza sativa Japonica Group] 

>dbj | BAF21205 . 1 | Os07g0249200 [Oryza sativa 
t (japonica cultivar-group)] 



EAZ07996.1 




hypothetical protein Osl_029228 [Oryza sativa 263 
(indica cultivar-group)] 


263 


89% 


5e- 
69 




EAZ43645.1 




hypothetical protein OsJ_027128 [Oryza sativa 263 
(japonica cultivar-group)] 


263 


88% 


7e- 
69 




AAC04922.1 




putative synaptobrevin [Arabidopsis thaliana] 261 


261 


74% 


2e- 
68 




AAB80624.1 




Strong similarity to Arabidopsis ATHSAR1 260 
(gb|M90418) . ESTs 

gb|T44122,gb|N65276,gb|AA041135 come from 
this gene. [Arabidopsis thaliana] 


260 


71% 


4e- 
68 




XP_001764415. 


.1 


R-SNARE, VAMP72-f amily [Physcomitrella patens 260 
subsp. patens] >gb | EDQ70682 . 1 | R-SNARE, 
VAMP72-family [Physcomitrella patens subsp. 
patens] 


260 


100% 


5e- 
68 


E 


EAZ39281.1 




hypothetical protein OsJ_022764 [Oryza sativa 253 
(japonica cultivar-group)] 


253 


97% 


6e- 

66 




EAZ25708.1 




hypothetical protein OsJ_009191 [Oryza sativa 252 
(japonica cultivar-group)] 


252 


98% 


le- 
65 




XP_001418265, 


.1 


predicted protein [Ostreococcus lucimarinus 246 
CCE9901] >gb|AB096558 . 1 | predicted protein 
[Ostreococcus lucimarinus CCE9901] 


246 


97% 


6e- 
64 


□ 


XP_001777794. 


.1 


244 


244 


99% 


4e- 
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R-SNARE, VAMP72-family [Physcomitrella patens 63 
subsp. patens] >gb | EDQ57456 . 1 | R-SNARE, 
VAMP72-f amily [Physcomitrella patens subsp. 
patens] 

NP_001067392.1 Osl2g0639800 [Oryza sativa (japonica 2 3 6 236 99% 9e^ L'ljfcj 

cultivar-group)] >gb|ABA99617 . 1 | 61 
Synaptobrevin family protein, expressed 
[Oryza sativa (japonica cultivar-group)] 
>dbj |BAF30411.1| Osl2g0639800 [Oryza sativa 
(japonica cultivar-group)] 



XP001692208. 


,1 


R-SNARE protein, VAMP72- family [Chlamydomonas 217 
reinhardtii] >gb | EDP04158 . 1 | R-SNARE protein, 
VAMP72-family [Chlamydomonas reinhardtii] 


217 


95% 


6e- 
55 


E2ET 


EAZ03380.1 




hypothetical protein Osl_024612 [Oryza sativa 201 
(indica cultivar-group)] 


272 


97% 


3e- 
50 




XP001692312. 


.1 


R-SNARE protein, VAMP72-family [Chlamydomonas 186 
reinhardtii] >gb| EDP04262 . 1 | R-SNARE protein, 
VAMP72-f amily [Chlamydomonas reinhardtii] 


186 


95% 


9e- 
46 




CAL53602.1 




SYNAPTOBREVIN- RELATED PROTEIN 1 (IC) 
[Ostreococcus tauri] 


182 


182 


83% 


le- 

44 




XP001692324, 


.1 


R-SNARE protein, VAMP72-f amily [Chlamydomonas 182 
reinhardtii] >gb | EDP04274 . 1 | R-SNARE protein, 
VAMP72-f amily [Chlamydomonas reinhardtii] 


182 


90% 


le- 
44 


BE 


NP_196676.1 




ATVAMP713 (Arabidopsis thaliana vesicle- 
associated membrane protein 713) 
>sp|Q9LFPl|VA713_ARATH Vesicle-associated 
membrane protein 713 (AtVAMP713) 
>emb|CAB96650.1 | putative protein 
[Arabidopsis thaliana] >gb | AAM14 024 . 1 | 
unknown protein [Arabidopsis thaliana] 
>gb|AAM67467.l| unknown protein [Arabidopsis 
thaliana] 


167 


167 


96% 


4e- 

40 




NP 197628.1 




ATVAMP714 (Vesicle-associated membrane 
protein 714) [Arabidopsis thaliana] 
>sp|Q9FMR5 |VA714_ARATH Vesicle-associated 
membrane protein 714 (AtVAMP714) 
>dbj |BAB08335 . 1 | synaptobrevin- like protein 
[Arabidopsis thaliana] 


161 


161 


96% 


2e- 
38 


"EE" 


ABM30199.2 




synaptobrevin-like protein [Brassica juncea] 


161 


161 


96% 


3e-. 
38 




B71423 




hypothetical protein - Arabidopsis thaliana 
>emb|CAB10356 .1 | SYBL1 like protein 
[Arabidopsis thaliana] >emb | CAB78620 . 1 | SYBL1 
like protein [Arabidopsis thaliana] 


160 


160 


50% 


5e- 
38 




NP_194942.1 




VAMP 7 C (VESICLE-ASSOCIATED MEMBRANE PROTEIN 
7C) [Arabidopsis thaliana] 
>sp|049377 |VA711_ARATH Vesicle-associated 


156 


156 


96% 


le- 
36 


EE 



membrane protein 711 (AtVAMP7ll) (v-SNARE 
synaptobrevin 7C) (AtVAMP7C) 

>gb|AAL27509.1 |AF439840_1 AT4g32150/F10N7_40 
[Arabidopsis thaliana] >emb | CAA16574 . 1 | 
synaptobrevin-like protein [Arabidopsis 
thaliana] >gb | AAD01748 . 1 | vesicle-associated 
membrane protein 7C; synaptobrevin 7C 
[Arabidopsis thaliana] >emb | CAB79933 . 1 | 
synaptobrevin-like protein [Arabidopsis 
thaliana] >gb | AAM65673 . 1 | synaptobrevin-like 
protein [Arabidopsis thaliana] 
>gb|AAM78063.l| AT4g32150/F10N7_40 
[Arabidopsis thaliana] >dbj j BAE98551 . 1 | 
vesicle-associated membrane protein 7C 
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CA044255.1 



[Arabidopsis thaliana] 

unnamed protein product [Vitis vinifera] 



156 156 96% le- 



XP_001762112.1 R- SNARE , VAMP71- family [Physcomitrella patens 156 
subsp. patens] >gb|EDQ73216 .1 | R- SNARE, 
VAMP71- family [Physcomitrella patens subsp. 
patens] 

NP001064184.1 Osl0g0154000 [Oryza sativa (japonica 
cultivar-group) ] >gb|ABB46773 .2 | 
Synaptobrevin family protein, expressed 
[Oryza sativa (japonica cultivar-group)] 
>dbj |BAF26098.1| Osl0g0154000 [Oryza sativa 
(japonica cultivar-group)] 



156 86% le- 



156 156 97% le- 



XP_001778044.1 R-SNARE, VAMP71-f amily [Physcomitrella patei 
subsp. patens] >gb | EDQ57153 . 1 | R-SNARE, 
VAMP71-family [Physcomitrella patens subsp. 
patens] 

XP_001631076.1 predicted protein [Nematostella vectensis] 
>gb|EDO39013.l| predicted protein 
[Nematostella vectensis] 

XP001769494.1 R-SNARE, VAMP71-f amily [Physcomitrella patens 154 
subsp. patens] >gb | EDQ65655 . 1 | R-SNARE, 
VAMP71-f amily [Physcomitrella patens subsp. 
patens] 



j 155 155 86% 2e- 



155 155 96% 2e 



154 86% 5e- 



"EE" 



ABK93000.1 



unknown [Populus trichocarpa] 



150 150 96% 4e- 



"TURT 



XP_001698008.1 R-SNARE protein, VAMP71-f amily [Chlamydomonas 150 
reinhardtii] >gb | ED099593 . 1 | R-SNARE protein, 
VAMP71-f amily [Chlamydomonas reinhardtii] 

XP_001745842.1 predicted protein [Monosiga brevicollis MX1] 149 
>gb|EDQ89266.l| predicted protein [Monosiga 
brevicollis MX1] . 



150 97% 6e- 



149 88% le- 



XP_001879548.1 VAMP/ synaptobrevin- like protein [Laccaria 
bicolor S238N-H82] >gb | EDR10163 . 1 | 
VAMP/ synaptobrevin- like protein [Laccaria 
bicolor S238N-H82] 



148 148 94% 3e- 



hypothetical protein Osl_031689 [Oryza sativa 146 
(indica cultivar-group)] 



146 97% 9e- 



AAM14694.1 Putative synaptobrevin- like protein [Oryza 

sativa (japonica cultivar-group)] 
>gb|EAZ15333.l| hypothetical protein 
OsJ_029542 [Oryza sativa (japonica cultivar- 
group) ] 

XP_642704.1 synaptobrevin domain-containing protein 

[Dictyostelium discoideum AX4] 
>sp|Q86AQ7.l|VAM7B_DICDI Vesicle-associated 
membrane protein 7B >gb | AA051196 . 1 | similar 
to Arabidopsis thaliana (Mouse-ear cress) . 
Synaptobrevin- like protein [Dictyostelium 
discoideum] >gb | EAL68772 . 1 | synaptobrevin 
domain- containing protein [Dictyostelium 
discoideum AX4] 

NP001056946.1 Os06g0174400 [Oryza sativa (japonica 145 
cultivar-group)] >dbj | BAA95814 . 1 | putative 
synaptobrevin 1 [Oryza sativa Japonica Group] 
>dbj |BAF18860.l| Os06g0174400 [Oryza sativa 
(japonica cultivar-group)] 



146 146 97% 9e- 



146 146 96% le- 



145 96% le- 



ABK95432.1 



unknown [Populus trichocarpa] 



145 145 96% 2e- 
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XP_001635801.1 predicted protein [Nematostella vectensis] 
>gb|ED043738.l| predicted protein 
[Nematostella vectensis] 

NP 180106.1 



140 140 85% 5e- 



140 140 96% 5e- 



137 137 95% 4e- 



ATVAMP712 (Arabidopsis thaliana vesicle- 
associated membrane protein 712) 
>sp | Q9SIQ9 | VA7 1 2_ARATH Vesicle-associated 
membrane protein 712 (AtVAMP712) 
>gb|AAD23657 . 1 | putative synaptobrevin 
[Arabidopsis thaliana] 

NP_001048427 .1 Os02g0803600 [Oryza sativa (japonica 

cultivar-group) ] >dbj | BAD36041 . 1 | putative 
synaptobrevin 1 [Oryza sativa Japonica Group] 
>dbj |BAF10341.l| Os02g0803600 [Oryza sativa 
(japonica cultivar-group)] 

NP001086871. 1 synaptobrevin- like 1 [Xenopus laevis] 137 
>gb| AAH775 86 . 1 | Sybil -prov protein [Xenopus 
laevis] 

XP_566592.1 vesicle-associated membrane protein 712 

[Cryptococcus neoformans var. neoformans 
JEC21] >gb|AAW40773.l| vesicle-associated 
membrane protein 712, putative [Cryptococcus 
neoformans var. neoformans JEC21] 



137 86% 5e- 



136 136 86% 8e- 



B 

~EB~ 

TIFT 

"EE" 

~B~~ 



XP778199.1 hypothetical protein CNBA1990 [Cryptococcus 

neoformans var. neoformans B-3501A] 
>gb|EAL23552.l| hypothetical protein CNBA1990 
[Cryptococcus neoformans var. neoformans B- 
3501A] 



136 136 86% le- 



NP001026292 . 1 synaptobrevin-like 1 [Gallus gallus] 

>sp|Q5ZL74 .1|VAMP7_CHICK Vesicle-associated 
membrane protein 7 (Synaptobrevin-like 
protein 1) >emb | CAG31519 . 1 | hypothetical 
protein [Gallus gallus] 



135 135 86% le- 



. ABP03854.1 



Longin-like [Medicago truncatula] 



135 135 95% 2e- 



NP610524.1 CG1599 CG1599-PA [Drosophila melanogaster] 
>gb|AAF58892.l| CG1599-PA [Drosophila ' 
melanogaster] >gb | AAL49317 .1 | RH15778p 
[Drosophila melanogaster] 

KP_035645.1 vesicle-associated membrane protein 7 [Mus 
musculus] >sp|P70280.l|VAMP7_MOUSE Vesicle- 
associated membrane protein 7 (VAMP-7) 
(Synaptobrevin-like protein 1) 
>emb|CAA65509.l| synaptobrevin-like protein 
[Mus musculus] >emb | CAB94231 . 1 | 
synaptobrevin-like protein [Mus musculus] 
>dbj |BAB22386 .1 | unnamed protein product [Mus 
musculus] >dbj | BAB27667 . 1 | unnamed protein 
product [Mus musculus] >gb | AAH03764 . 1 | 
Synaptobrevin like 1 [Mus musculus] 
>dbj | BAC40712 . 1 | unnamed protein product [Mus 
musculus] >dbj | BAE38126 . 1 | unnamed protein 
product [Mus musculus] >gb | ABK42476 . 1 | VAMP7 
[synthetic construct] >gb | EDL07809 . 1 | 
synaptobrevin like 1, isoform CRA_c [Mus 
musculus] 



135 135 95% 2e- 



134 134 86% 4e- 



CAH69613.1 



synaptobrevin 1-2 [Paramecium tetraurelia] 134 134 97% 4e- 



XP_001439963.1 hypothetical protein GSPATT00008957001 
[Paramecium tetraurelia strain d4-2] 
>emb | CAD97455 . 1 | synaptobrevin 1 [Paramecium 
tetraurelia] >emb | CAK72566 . 1 | unnamed protein 



134 134 97% 4e- 
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product [Paramecium tetraurelia] 



XP_795809.2 PREDICTED : similar to Sybll-prov protein 

[Strongylocentrotus purpuratus] 
>ref |XP_001188931.1| PREDICTED: similar to 
Sybll-prov protein [Strongylocentrotus 
purpuratus] 



mnr 



134 134 96% 



BAD96514.1 



synaptobrevin-like 1 variant [Homo sapiens] 134 134 96% 6e- 



NP_005629.1 vesicle-associated membrane protein 7 [Homo 133 
sapiens] >ref | XP_001100334 . 1 | PREDICTED: 
synaptobrevin-like 1 isoform 3 [Macaca 
mulatta] >ref |XP_001498248 . 1 | PREDICTED: 
similar to ORF isoform 1 [Equus caballus] 
>sp|P51809.3 |VAMP7_HUMAN Vesicle-associated 
membrane protein 7 (VAMP- 7) (Synaptobrevin- 
like protein 1) (Tetanus-insensitive VAMP) 
(Ti-VAMP) >emb|CAA63133.l| ORF [Homo sapiens] 
>emb|CAB96816 . 1 | synaptobrevin-like 1 protein 
[Homo sapiens] >gb | AAH56141 . 1 | Vesicle- 
associated membrane protein 7 [Homo sapiens] 
>gb|EAW55882.l| synaptobrevin-like 1, isoform 
CRA_e (Homo sapiens] >gb | EAW55883 . 1 | 
synaptobrevin-like 1, isoform CRA_e [Homo 
sapiens] 



XP 855489.1 



PREDICTED: similar to Synaptobrevin-like 
protein 1 [Canis familiaris] 



133 133 96% 9e- 



XP_001459953.1 hypothetical protein GSPATT00025290001 
[Paramecium tetraurelia strain d4-2] 
>emb|CAK92556.l| unnamed protein product 
[Paramecium tetraurelia] 



mm 



133 133 97% 9e- 



NP_445983.1 vesicle-associated membrane protein 7 [Rattus 133 

norvegicus] >sp | Q9JHW5 . 1 | VAMP7_RAT Vesicle- 
associated membrane protein 7 (VAMP- 7) 
(Synaptobrevin-like protein 1) 

>gb|AAF88059.l|AF281632_l vesicle-associated . 
membrane protein 7 [Rattus norvegicus] 
>gb|EDL83883.l| synaptobrevin-like 1, isoform 
CRA_b [Rattus norvegicus] 



"EBT 



133 96% 9e- 



NP_001069770.1 vesicle-associated membrane protein 7 [Bos 
taurus] >sp|Q17QI5.l|VAMP7_B0VIN Vesicle- 
associated membrane protein 7 (VAMP- 7) 
(Synaptobrevin-like protein 1) 
>gb|AAI18342 .1 | Similar to Synaptobrevin-liJ 
protein 1 [Bos taurus] 



BAE99604.1 



synaptobrevin-like protein [Arabidopsis 
thaliana] 



133 133 96% 9e- 



133 133 79% le- 
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Alignments Select All Get selected sequences Distance tree of results 

>gb| ABK22119.ll unknown [Picea sitchensis] 
gb| ABK25940.l| unknown [Picea sitchensis] 
Length=222 

Score = 406 bits (1044), Expect = 4e-112, Method: Compositional matrix adjust. 
Identities = 187/219 (85%), Positives = 206/219 (94%), Gaps = 0/219 (0%) 

Query 1 MGQQS L I YAFVARGTVI LAE YTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYL VE 60 

MGQQSLIY+FVARGTV+LAEYTEF GNFTTIA+QCL KLPASNNKFTYNCD HTFNYLVE 
Sbjct 1 MGQQSLIYSFVARGTVVLAEYTEFKGNFTTIAAQCLQKLPASNNKFTYNCDNHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

DGF YCWA ESVG+Q+P+AF++RVKEDF +RYGGG+A TA NSLNR+FGSKLKEHMQY 
Sbjct 61 DGFAYCWADESVGRQVPMAFLERVKEDFKRRYGGGRADTAVGNSLNRDFGSKLKEHMQY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE + S KLAKVKAQVS E VKGVMMENI EKVLDRGEKI ELLVDKTENLR QAQDF++QG 
Sbjct 121 CVDHPEE I SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRFQAQDFQKQG 180 

Query 181 TNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 

T +RRKMW QNMK+KLIVLGI++ALILII+LSVCHGF C 
Sbjct 181 TQLRRKM WFQNMKVKL I VLG I WAL I L I I VL S VCHG FNC 219 

>ref |NP_001059109.l| HE Os07g0194000 [Oryza sativa (japonica cultivar-group)] 

dbj |BAD3 0158.l| E3 synaptobrevin-like protein [Oryza sativa Japonica Group] 

emb|CAD7 0274.l| ES synaptobrevin 1 [Oryza sativa (japonica cultivar-group)] 

dbj |BAF21023 .1 | E£] Os07g0194000 [Oryza sativa (japonica cultivar-group)] 
Length=22 0 

GENE ID: 4342638 Os07g0194000 | Os07g0194000 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 389 bits (999), Expect = 9e-107, Method: Compositional matrix adjust. 
Identities = 212/219 (96%), Positives = 217/219 (99%), Gaps = 0/219 (0%) 

Query 1 MGQQSL I YAFVARGTVI LAE YTEFTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYL VE 60 

MGQQSLIYAFVARGTV+IiAEYTEFTGNFTTIA+QCL KLPASNNKFTYNCDGHTFNYLVE 
Sbjct 1 MGQQS L I YAFVARGTWLAE YTE FTGNFTT I AAQCLQKLPASNNKFT YNCDGHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

DGFTYCWAVESVG+QIPIAF+DRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 
Sbjct 61 DGFTYCWAVESVGRQIPIAFLDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE+SKIiAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 
Sbjct 121 CVDHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

Query 181 TNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 

T VRRKMWLQNMKI KLIVLGI I I AL I LI I ILS VCHGFKC 
Sbjct 181 TKVRRKMWLQNMKI KLIVLGI I IALILI I ILSVCHGFKC 219 

>ref |NP_001051606.l| DDES Os03g0803000 [Oryza sativa (japonica cultivar-group)] 
gb|AA072389.l| H synaptobrevin-like protein [Oryza sativa (japonica cultivar-gr 
gb|ABF99408.l| Vesicle-associated membrane protein 724, putative, expressed 

[Oryza sativa (japonica cultivar-group)] 

dbj |BAF13520.l| Lj Os03g0803000 [Oryza sativa (japonica cultivar-group)] 
Length=220 

GENE ID: 4334472 Os03g0803000 | Os03g0803000 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 
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Score = 387 bits (995), Expect = 2e-106, Method: Compositional matrix adjust. 
Identities = 211/219 (96%), Positives = 216/219 (98%), Gaps = 0/219 (0%) 

Query 1 MGQQS L I YAFVARGTVI LAE YTEFTGNFTT I ASQCLMKL P ASNNKFTYNCDGHTFNYL VE 60 

MGQQS L I YAFVARGTVI LAEYTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYL VE 
Sbjct 1 MGQQS L I YAFVARGTV I LAE YTEFTGNFTT I ASQCLMKLP ASNNKFTYNCDGHTFNYL VE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

DGFTYCWAVESVG+QIPIAF+DRVK+DFTKRY GGKAATAAANSLNR+FGSKLKEHMQY 
Sbjct 61 DGFTYCWAVESVGRQI P IAFLDRVKDDFTKRYAGGKAATAAANSLNRDFGSKLKEHMQY 120 

Query 121 CVDHPEE VS KLAKVKAQVS E VKGVMMEN I EKVLDRGEKI ELL VDKTENLRS QAQDFRQQG 180 

CVDHPEE+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQ G 
Sbjct 121 CVDHPEE I S KLAKVKAQVS E VKGVMMEN I E KVLDRGEKI ELL VDKTENLRS QAQDFRQAG 180 

Query 181 TNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 

T VRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 
Sbjct 181 TQVRRKMWLQNMKI KL I VLGI I I ALI L III LS VCHGFKC 219 

>emb|CAO68808.l| unnamed protein product [Vitis vinifera] 
Length=220 

Score = 385 bits (990), Expect = 8e-106, Method: Compositional matrix adjust. 
Identities = 197/219 (89%), Positives = 212/219 (96%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTI ASQCLMKLPASNNKFTYNCDGHTFNYL VE 60 

+GQQSLIY+FVARGTVILAEYTEFTGNFT+IA+QCL KLPASNNKFTYNCDGHTFNYLVE 
Sbjct 2 VGQQSLIYSFVARGTVILAEYTEFTGNFTSIAAQCLQKLPASNNKFTYNCDGHTFNYLVE 61 

Query 61 DGFTYC WAVE S VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQY 12 0 

+GFTYCWAVES G+QIPIAF++RVK+DF KRYGGGKAATA AN LN+EFG KLKEHMQY 
Sbjct 62 NGFTYCWAVESAGRQIPIAFLERVKDDFNKRYGGGKAATAVANGLNKEFGPKLKEHMQY 121 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 
Sbjct 122 CVDHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 181 

Query 181 TNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 

T +RRKMW+QNMKI KLI VLGI I I ALILI I +LS+CHGFKC 
Sbjct 182 TKMRRKMWMQNMKI KL I VLG III AL I L I I VLS I CHG F KC 220 

>emb | CAO63820 .1 | unnamed protein product [Vitis vinifera] 
Length=219 

Score = 385 bits (990), Expect = 8e-106, Method: Compositional matrix adjust. 
Identities = 195/219 (89%), Positives = 212/219 (96%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQSLIY+FVARGTVILAE+TEF+GNFT+IA+QCL KLPA+NNKFTYNCDGHTFNYLVE 
Sbjct 1 MGQQSLIYSFVARGTVILAEFTEFSGNFTSIAAQCLQKLPATNNKFTYNCDGHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

DG+TYCWAVE+VG+QIPIAF++RVKEDFTKRYGGGKAATA ANSLN+EFG KLKE MQY 
Sbjct 61 DGYTYCWAVEAVGRQIPIAFLERVKEDFTKRYGGGKAATAVANSLNKEFGPKLKEQMQY 12 0 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 
Sbjct 121 CVDHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

Query 181 TNVRRKMWLQNMKI KLI VLGI I IALILI I ILSVCHGFKC 219 

T +RRKMWLQNMKIKLIVLGI+ IALILI I +LS+C GF C 
Sbjct 181 TKMRRKMWLQNMKI KL I VLG I L I AL I L I I VLS I CGG FNC 219 

>ref jNP_171968.ll EE ATVAMP726 (VESICLE -ASSOCIATED MEMBRANE PROTEIN) [Arabidops 
thaliana] 

sp|Q9MAS5 |VA726_ARATH El] Putative vesicle-associated membrane protein 726 (AtVAM 
Length=22 0 

GENE ID: 839424 ATVAMP726 | ATVAMP726 (VESICLE-ASSOCIATED MEMBRANE PROTEIN) 
[Arabidopsis thaliana] (10 or fewer PubMed links) 
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Score = 384 bits (987), Expect = 2e-105, Method: Compositional matrix adjust. 
Identities = 185/219 (84%), Positives = 207/219 (94%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQS L I Y + FVARGTVI LAEYTEF GNFT+ +A+QCL KLP+SNNKFTYNCDGHTFNYL + 
Sbjct 1 MGQQS L I YS FVARGTVI LAE YTEFKGNFTS VAAQCLQKLPS SNNKFTYNCDGHTFNYLAD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

+GFTYCW +ES G+QIP+AF++RVKEDF KRYGGGKA+TA ANSLN+EFGSKLKEHMQY 
Sbjct 61 NGFTYCVWIESAGRQIPMAFLERVKEDFNKRYGGGKASTAKANSLNKEFGSKLKEHMQY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C DHPE E + S KL + KVKAQ V+ E VKG VMMEN I E KVLDRG E K I E LL VD KTENLR S QAQD FR QG 
Sbjct 121 CADHPEEISKLSKVKAQVTEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTQG 180 

Query 181 TNVRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 219 

T ++RK+W +NMKIKLIV GI I +ALILI I ILSVCHGFKC 
Sbjct 181 TKMKRKLWFENMKIKLIVFGIIVALILI I ILSVCHGFKC 219 



>emb|CAN81365.l| hypothetical protein [Vitis vinifera] 

emb I CA041974 . 1 | unnamed protein product [Vitis vinifera] 
Length=221 

Score = 384 bits (986), Expect =-2e-105, Method: Compositional matrix adjust. 
Identities = 176/219 (80%) , Positives = 200/219 (91%) , Gaps = o/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQ+SLIYAFVARGTVILAEYTEF+GNF +IA QCL KLPA++NKFTYNCD HTF YL++ 
Sbjct 1 MGQKSLIYAFVARGTVILAEYTEFSGNFNSIAFQCLQKLPATSNKFTYNCDAHTFTYLLD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

+G+TYCWA ESVG+Q+P+AF++R+++DF RYGG KAATA ANSLN++F SKLKEHMQY 
Sbjct 61 NG YT YC WADE S VGRQ VPMAFLER I RDD F VAR YGGEKAATAP ANS LNKD FS S KLKEHMQ Y 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE+SKLAKVK Q VS E VKGVMMEN I E KVLDRGE KI E LL VDKT NL QAQDFR G 
Sbjct 121 ' CVDHPEEISKLAKVKDQVSEVKGVMMENIEKVLDRGEKIELLVDKTHNLHEQAQDFRSAG 180 

Query 181 TNVRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 219 

T +RRKMWLQNMKI KL I VLG I + + AL I L 1 1 + LS VCHGF C 
Sbjct 181 TKIRRKMWLQNMKIKLIVLGILVALILIIVLSVCHGFNC 219 



>re£|NP_180826.2 I EE ATVAMP725 (Arabidopsis thaliana vesicle-associated membran 
725) 

sp | 048850 |VA725_ARATH E Vesicle-associated membrane protein 725 (AtVAMP725) 

dbj I BAC42934 .1 1 E putative synaptobrevin [Arabidopsis thaliana] 

gb I AAP06822 . 1 I B putative synaptobrevin protein [Arabidopsis thaliana] 
Length=2 85 

GENE ID: 817827 ATVAMP725 | ATVAMP725 (Arabidopsis thaliana vesicle-associated 
membrane protein 725) [Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 379 bits (974), Expect = 6e-104, Method: Compositional matrix adjust. 
Identities = 192/219 (87%), Positives = 207/219 (94%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQ+LIY+FVARGTVIL EYTEF GNFT +A+QCL KLP + SNNKFTYNCDGHTFNYL VE 
Sbjct 66 MGQQNLIYSFVARGTVILVEYTEFKGNFTAVAAQCLQKLPSSNNKFTYNCDGHTFNYLVE 125 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

+GFTYCWAVESVG+QIP+AF++RVKEDF KRYGGGKA TA ANSLNREFGSKLKEHMQY 
Sbjct 126 NGFTYC WAVE S VGRQ I PMAFLERVKEDFNKR YGGGKATTAQANS LNREFGS KLKEHMQ Y 185 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHP+E+SKLAKVKAQV+EVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR QG 
Sbjct 186 CVDHPDEISKLAKVKAQVTEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTQG 245 

Query 181 TNVRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 219 

T +RRKMW +NMKIKLIVLGIII LILIIILSVC GFKC 
Sbjct 246 TKIRRKMWFENMKIKLI VLGI I ITLILI I ILSVCGGFKC 284 
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>gb|AAQ15287.l| synptobrevin-related protein [Pyrus pyrifolia] 
Length=194 

Score = 379 bits (972), Expect = le-103, Method: Compositional matrix adjust. 
Identities = .174/194 (89%) , Positives = 190/194 (97%) , Gaps = 0/194 (0%) 

Query 1 MGQQS L I YAFVARGTVI LAE YTEFTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQSLIY+FVARGTVILAEYTEFTGNFT+IASQCL KLPA+NNKFTYNCDGHTFNYLV+ 
Sbjct 1 MGQQSLIYSFVARGTVILAEYTEFTGNFTSIASQCLQKLPATNNKFTYNCDGHTFNYLVD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

+GFTYCWAVFj+VG+Q+PIAF++R+KEDFT RYGGGKAATA ANSLN+EFGSKLKEHMQY 
Sbjct 61 NG FTYC WAVEAVGRQVP I AFLER I KEDFTGRYGGGKAATAVANS LNKE FGS KLKEHMQY 120 

Query 121 CVDHPEEVSKIjAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE+SKL+KVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 
Sbjct 121 CVDHPEEISKLSKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

Query 181 TNVRRKMWLQNMKI 194 

T +RRKMWLQNMK+ 
Sbjct 181 TQMRRKMWLQNMKL 194 

>gb I AAC04496 . 1 I putative synaptobrevin [Arabidopsis thaliana] 
Length=220 

Score = 378 bits (971), Expect = le-103, Method: Compositional matrix adjust. 
Identities = 192/219 (87%), Positives = 207/219 (94%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQ+LIY+FVARGTVIL EYTEF GNFT +A+QCL KLP+SNNKFTYNCDGHTFNYLVE 
Sbjct 1 MGQQNLIYSFVARGTVILVEYTEFKGNFTAVAAQCLQKLPSSNNKFTYNCDGHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

+GFTYCWAVESVG+QIP+AF++RVKEDF KRYGGGKA TA ANSLNREFGSKLKEHMQY 
Sbjct 61 NGFTYC WAVES VGRQ I PMAFLERVKEDFNKRYGGGKATTAQANS LNRE FGS KLKEHMQY 12 0 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHP+E+SKLAKVKAQV+EVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR QG 
Sbjct 121 C VDHPDE I S KLAKVKAQVTE VKGVMMEN I EKVLDRGEKI ELL VDKTENLRSQAQDFRTQG 180 

Query 181 TNVRRKMWLQNMKI KL I VLG I I I AL I L I I I LS VCHGFKC 219 

T +RRKMW +NMKI KL I VLG III LILIIILSVC GFKC 
Sbjct 181 TKIRRKMWFENMKIKLIVLGIIITLILIIILSVCGGFKC 219 

>ref |NP_171967.1| EE VAMP7B (VESICLE -ASSOCIATED MEMBRANE PROTEIN 7B) [Arabidops 
thaliana] 

sp|Q9ZTW3 |VA721_ARATH E3 Vesicle-associated membrane protein 721 (AtVAMP721) (v- 
synaptobrevin 7B) (AtVAMP7B) 

gb|AAC98905.l| Q vesicle-associated membrane protein 7B; synaptobrevin 7B [Arab 
thaliana] 

16 more sequence titles 

gb|AAL85003.l| E Atlg04740/T1G11_1 [Arabidopsis thaliana] 
gb | AAM91491 . 1 | E Atlg04740/T1G11_1 [Arabidopsis thaliana] 

dbj |BAD42978.l| E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj | BAD43361. 1 | E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj | BAD43374 . 1 | E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj | BAD43437 . 1 | E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD43557.1| E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 
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dbj |BAD43592 . 1 | B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD43735.1| E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD43994.1| B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD44048.1| E putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD44054 . 1 | B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD44149 .1 | B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD44415 .1 | B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD44419 .1 | B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 

dbj |BAD44642 .1 | B putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 
Length=219 

GENE ID: 83 9419 VAMP7B | VAMP 7 B (VESICLE -ASSOCIATED MEMBRANE PROTEIN 7B) 
[Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 378 bits (971), Expect = le-103. Method: Compositional matrix adjust. 
Identities = 190/219 (86%) , Positives = 208/219 (94%) , Gaps = 0/219 (0%) 

MGQQS L I YAF VARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 6 0 
M QQSLIY+FVARGTVIL E+T+F GNFT+ I A+QCL KLP+SNNKFTYNCDGHTFNYLVE 
MAQQSLIYSFVARGTVILVEFTDFKGNFTSIAAQCLQKLPSSNNKFTYNCDGHTFNYLVE 60 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 
DGFTYCWAV+S G+QIP++F++RVKEDF KRYGGGKAATA ANSLN+EFGSKLKEHMQY 
DGFTYCWAVDSAGRQIPMSFLERVKEDFNKRYGGGKAATAQANSLNKEFGSKLKEHMQY 12 0 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 
C+DHP+E+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR G 
CMDHPDEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTTG 18 0 

TNVRRKMWLQNMKIKLI VLGI I I ALILI I ILSVCHGFKC 219 
T +RRKMWLQNMKIKLIVL IIIALILII+LSVCHGFKC 
TQMRRKMWLQNMKIKLIVLAI I I ALILI I VLSVCHGFKC 219 

>dbj |BAD43410 .1 | putative vesicle-associated membrane protein, synaptobrevin 7B 
[Arabidopsis thaliana] 
Length=219 

Score = 377 bits (969), Expect = 3e-103, Method: Compositional matrix adjust. 
Identities = 189/219 (86%) , Positives = 208/219 (94%) , Gaps = 0/219 (0%) 

MGQQSLIYAFVARGTVILAEYTE FTGNFTT IASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 
M QQSLIY+FVARGTVIL E+T+F GNFT+IA+QCL KLP+SNNKFTYNCDGHTFNYLVE 
MAQQSLIYSFVARGTVILVEFTDFKGNFTSIAAQCLQKLPSSNNKFTYNCDGHTFNYLVE 60 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 
DGFTYCWAV+S G+QIP++F++RVKEDF KRYGGGKAATA ANSLN+EFGSKLKEHMQY 
DGFTYCWAVDSAGRQIPMSFLERVKEDFNKRYGGGKAATAQANSLNKEFGSKLKEHMQY 12 0 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 
C+DHP+E+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR G 
CMDHPDEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTTG 180 

TNVRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 219 
+ +RRKMWLQNMKIKLIVL IIIALILII+LSVCHGFKC 
SQMRRKMWLQNMKIKLIVLAI I IALILI I VLSVCHGFKC 219 

>gb|AAF40460.1|AC004809_18 Strong similarity to the synaptobrevin homolog F25I18 
from A. thaliana on BAC gb|AC002334. [Arabidopsis thaliana] 
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Length=229 

Score = 377 bits (967), Expect = 3e-103, Method: Compositional matrix adjust. 
Identities = 185/228 (81%), Positives = 207/228 (90%), Gaps = 9/228 (3%) 

Query 1 MGQQS L I YAF VARGTVI LAE YTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQSLIY+FVARGTVILiAEYTEF GNFT+ +A+QCL KLP+SNNKFTYNCDGHTFNYL + 
Sbjct 1 MGQQSLIYSFVARGTVILAEYTEFKGNFTSVAAQCLQKLPSSNNKFTYNCDGHTFNYLAD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

+GFTYCW +ES G+QIP+AF++RVKEDF KRYGGGKA+TA ANSLN+EFGSKLKEHMQY 
Sbjct 61 NGFTYCVWIESAGRQIPMAFLERVKEDFNKRYGGGKASTAKANSLNKEFGSKLKEHMQY 120 

Query 121 C VDH PE E VS KLAKVKAQ VS EVKG VMMEN I E KVLDRGE K I E LL VD KTENLR S Q 172 

C DHPEE+SKL+KVKAQV+EVKGVMMENIEKVLDRGEKIELLVDKTENLRSQ ' 
Sbjct 121 CADHPEEISKLSKVKAQVTEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQVNNNHISN 180 

Query 173 - AQDFRQQGTNVRRKMWLQNMKIKLIVLGI I I ALILI I ILSVCHGFKC 219 

AQDFR QGT ++RK+W +NMKIKLIV GII+ALILIIILSVCHGFKC 
Sbjct 181 TAQDFRTQGTKMKRKLWFENMKI KLI VFG I I VALIL I I I LS VCHGFKC 228 



>ref |NP_180871.1| G3B SARI ( S YNAPTOBREVIN - RELATE D PROTEIN 1) [Arabidopsis thalia 

sp|P47192 |VA722_ARATH E3 Vesicle-associated membrane protein 722 (AtVAMP722) (Sy 
protein 1) 

gb|AAL31896.l|AF419564_l E3 At2g33120/F25I18 . 14 [Arabidopsis thaliana] 
6 more sequence titles 

gb | AAC04921.1 | Es3 putative synaptobrevin [Arabidopsis thaliana] 

gb|AAL62414.l| E§3 putative synaptobrevin [Arabidopsis thaliana] 

gb|AAL79587.l| E3 At2g33120/F25I18 . 14 [Arabidopsis thaliana] 

gb|AAM48025.l| ED putative synaptobrevin [Arabidopsis thaliana] 

gb|AAM64431.l| E3 putative synaptobrevin [Arabidopsis thaliana] 

gb|AAM91096.l| E At2g33120/F25I18 . 14 [Arabidopsis thaliana] 
Length=221 

GENE ID: 817874 SARI | SARI ( SYNAPTOBREVIN - RELATED PROTEIN 1) 
[Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 369 bits (946), Expect = 9e-101, Method: Compositional matrix adjust. 
Identities = 188/219 (85%), Positives = 206/219 (94%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M QQSLIY+FVARGTVIL E+T+F GNFT+ I A+QCL KL P + SNNKFT YNCDGHT FNYL VE 
Sbjct 1 MAQQSL I YS FVARGTVI LVEFTDFKGNFTS I AAQCLQKLPS SNNKFTYNCDGHTFNYLVE 60 

Query 61 DGFTYC WAVE S VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNREFGS KLKEHMQY 12 0 

+GFTYCWAV+S G+QIP+AF++RVKEDF KRYGGGKAATA ANSLN+EFGSKLKEHMQY 
Sbjct 61 NGFTYCWAVDSAGRQIPMAFLERVKEDFNKRYGGGKAATAQANSLNKEFGSKLKEHMQY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C+DHP+E+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR QG 
Sbjct 121 CMDHPDEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTQG 180 

Query 181 TNVRRKMWLQNMKIKLIVLGI I I ALILI I ILSVCHGFKC 219 

T +RRKMW QNMKIKLIVL IIIALILIIILS+C GF C 
Sbjct 181 TQMRRKMWFQNMKI KL I VLAI I I AL I L I I I LS I CGGFNC 219 



>gb | AAA56991.1 | formerly called HAT24; synaptobrevin-related protein 
Length=221 

Score = 365 bits (938), Expect = 8e-100, Method: Compositional matrix adjust. 
Identities = 187/219 (85%) , Positives = 205/219 (93%) , Gaps = 0/219 (0%) 

Query 1 MGQQSL I YAFVARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M QQSLIY+FVARGTVIL E+T+F GNFT+IA+QCL KLP+SNNKFTYNCDGHTFNYL VE 
Sbjct 1 MAQQSL I YS FVARGTVI LVE FTDFKGNFTS I AAQCLQKLPS SNNKFTYNCDGHTFNYLVE 60 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



5/14/2008 



NCBI Blast:Protein sequence(220 letters) 



Page 18 of 48 



Query 61 DGFTYCVVAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

+GFTYCVVAV+S G+QI P+AF++RVKEDF KRYGGGKAATA ANSLN+EFGSKLKEHMQY 
Sbjct 61 NGFTYCWAVDSAGRQIPMAFLERVKEDFNKRYGGGKAATAQANSLNKEFGSKLKEHMQY 12 0 

Query 121 CVDHPEEVSKIaAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C+ HP+E+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR QG 
Sbjct 121 CMAHPDEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRTQG 180 

Query 181 TNVRRKMWLQNMKI KL I VLG I I I ALI LI I ILS VCHGFKC 219 

T +RRKMW QNMKIKLIVL IIIALILIIILS+C GF C 
Sbjct 181 TQMRRKMWFQNMKIKLIVLAIIIALILIIILSICGGFNC 219 

>ref |NP_001031469.1| EE SARI (SYNAPTOBREVIN-RELATED PROTEIN 1) [Arabidopsis tha 
Length=229 

GENE ID: 817874 SARI | SARI (SYNAPTOBREVIN-RELATED PROTEIN 1) 
[Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 360 bits (925), Expect = 3e-98, Method: Compositional matrix adjust. 
Identities = 187/227 (82%), Positives = 206/227 (90%), Gaps = 8/227 (3%) 

Query 1 MGQQSL I YAFVARGTVI LAE YTE FTGNFTTI ASQCLMKL PASNNKFTYNCDGHTFNYLVE 60 

M QQSLIY+FVARGTVIL E+T+F GNFT+ I A+QCL KLP+SNNKFTYNCDGHTFNYLVE 
Sbjct 1 MAQQSLIYSFVARGTVILVEFTDFKGNFTSIAAQCLQKLPSSNNKFTYNCDGHTFNYLVE 60 

Query 61 DGFT YC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNREFGS 112 

+GF+ YCWAV+S G+QI P+AF++RVKEDF KRYGGGKAATA ANSLN+EFGS 

Sbjct 61 NGFSESKYCSISYCWAVDSAGRQIPMAFLERVKEDFNKRYGGGKAATAQANSLNKEFGS 120 

Query 113 KLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQ 172 

KLKEHMQYC+DHP+E+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQ 
Sbjct 121 KLKEHMQ YCMDHPDE I S KLAKVKAQVS E VKGVMMENI EKVLDRGEKI ELLVDKTENLRS Q 180 

Query 173 AQDFRQQGTNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 

AQDFR QGT +RRKMW QNMKIKLIVL IIIALILIIILS+C GF C 
Sbjct 181 AQDFRTQGTQMRRKMWFQNMKIKLIVLAIIIALILIIILSICGGFNC 227 

>gb|ABK92923.l| unknown [Populus trichocarpa] 

gb ABK94486.1 unknown [Populus trichocarpa] 

gb|ABK95420.1 unknown [Populus trichocarpa] 
Length=221 

Score = 357 bits (917), Expect = 2e-97, Method: Compositional matrix adjust. 
Identities = 179/219 (81%) , Positives = 201/219 (91%) , Gaps = 0/219 (0%) 

Query 1 MGQQSL I YAFVARGTVI LAE YTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M Q+SLIYAFV+RGTVILAE+TEF+GNF +IA QCL KL P A+NNKFT YNCDGHT FN YL + 
Sbjct 1 MNQKSLIYAFVSRGTVILAEFTEFSGNFNSIAFQCLQKLPATNNKFTYNCDGHTFNYLAD 60 

Query 61 DGFT YC WAVE S VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQ Y 120 

+GFTYCWA ES G+Q+P+AF++RVK+DF +YGGGKAATA AN LN+EFG KLKEHM+Y 
Sbjct 61 NGFTYCWADESAGRQVPMAFLERVKDDFVSKYGGGKAATAQANGLNKEFGPKLKEHMKY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C DHPEE+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENL SQ AQDFR QG 
Sbjct 121 CADHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLHSQAQDFRSQG 180 

Query 181 TNVRRKMWLQNMKI KL I VLG I I I AL I L I I I LS VCHGFKC 219 

T +RRKMWLQNMK+KLIVLGI+IALILII+LSVC GF C 
Sbjct 181 TQIRRKMWLQNMKVKLIVLGILIALILIIVLSVCKGFNC 219 

>gb|EAZ03095.l| hypothetical protein Osl_024327 [Oryza sativa (indica cultivar-g 
gb|EAZ39005.l| hypothetical protein OsJ 022488 [Oryza sativa (japonica cultivar 
Length=27 9 

Score = 357 bits (915), Expect = 4e-97, Method: Compositional matrix adjust. 
Identities = 211/278 (75%) , Positives = 217/278 (78%) , Gaps = 59/278 (21%) 

Query 1 MGQQS L I YAFVARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQSLIYAFVARGTV+LAEYTEFTGNFTTI A+QCL KLPASNNKFTYNCDGHTFNYLVE 
Sbjct 1 MGQQSLIYAFVARGTWLAEYTEFTGNFTTIAAQCLQKLPASNNKFTYNCDGHTFNYLVE 60 
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Query 61 DGFT YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLN 107 

DGF+ YC WAVES VG+QI PI AF+DRVKEDFTKRYGGGKAATAAANSLN 

Sbjct 61 DGFSSNRIGILGIQGLAYCWAVESVGRQIPIAFLDRVKEDFTKRYGGGKAATAAANSLN 120 

Query 108 REFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTE 167 

REFGSKLKEHMQYCVDHPEE+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTE 
Sbjct 121 RE FGS KLKEHMQYCVDHPEE I S KLAKVKAQVS E VKGVMMEN I EKVLDRGEKI ELL VDKTE 180 

Query 168 NLRSQ AQDFRQQGT 181 

NLRSQ AQDFRQQGT 
Sbjct 181 NLRSQNSGIFIQWIAMEKLLIHVSVDRMRVWSMVMKYRIMVPKVIWLTVDMAQDFRQQGT 240 

Query 182 NVRRKMWLQNMKI KL I VLGI I I ALI L I I I LS VCHGFKC 219 

VRRKMWLQNMKIKLIVLGII IALILI I ILSVCHGFKC 
Sbjct 241 KVRRKMWLQNMKIKLIVLGI I IALILI I ILSVCHGFKC 278 

>gb|EAZ28954.l| hypothetical protein OsJ 012437 [Oryza sativa (japonica cultivar 
Length=346 ~ 

Score = 351 bits (901), Expect = 2e-95, Method: Compositional matrix adjust. 
Identities = 176/189 (93%), Positives = 182/189 (96%), Gaps = 0/189 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 
Sbjct 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

DGFTYCWAVESVG+QIPIAF+DRVK+DFTKRY GGKAATAAANSLNR+FGSKLKEHMQY 
Sbjct 61 DGFTYCWAVESVGRQIPIAFLDRVKDDFTKRYAGGKAATAAANSLNRDFGSKLKEHMQY 120 

Query 121 CVDHPEE VS KLAKVKAQVS EVKGVMMENI E KVLDRGEKI ELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE + S KLAKVKAQVS EVKGVMMENI EKVLDRGEKI ELL VDKTENLRS QAQD FRQ G 
Sbjct 121 CVDHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQAG 180 

Query 181 TNVRRKMWL 189 

T R+ L 
Sbjct 181 TQGTRRQTL 189 

>gb|EAY92225.l| hypothetical protein Osl_013458 [Oryza sativa (indica cultivar-g 
Length=346 

Score = 351 bits (900), Expect = 2e-95, Method: Compositional matrix adjust. 
Identities = 176/189 (93%) , Positives = 182/189 (96%) , Gaps = 0/189 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 
Sbjct 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

DGFTYC WAVES VG + Q I P I AF+DRVK+DFTKRY GGKAATAAANSLNR+FGSKLKEHMQY 
Sbjct 61 DGFTYCWAVESVGRQIPIAFLDRVKDDFTKRYAGGKAATAAANSLNRDFGSKLKEHMQY 12 0 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHPEE+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQ G 
Sbjct 121 CVDHPEEISKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQAG 180 

Query 181 TNVRRKMWL 189 

T R+ L 
Sbjct 181 TQGTRRQTL 189 

>emb | CAN65946 . 1 1 hypothetical protein . [Vitis vinifera] 
Length=200 

Score = 349 bits (896), Expect = 6e-95, Method: Compositional matrix adjust. 
Identities = 179/199 (89%), Positives = 192/199 (96%), Gaps = 0/199 (0%) 

Query 21 YTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYL VEDGFTYCWAVE S VGQQ I P I A 80 

YTEFTGNFT+IA+QCL KLPASNNKFTYNCDGHTFNYLVE+GFTYCWAVES G+QIPIA 
Sbjct 2 YTEFTGNFTSIAAQCLQKLPASNNKFTYNCDGHTFNYLVENGFTYCWAVESAGRQIPIA 61 

Query 81 FMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSE 140 

F++RVK+DF KRYGGGKAATA AN LN+EFG KLKEHMQYCVDHPEE+SKLAKVKAQVSE 
Sbjct 62 FLERVKDD FN KRYGGGKAATA VANGLNKEFGPKLKEHMQYCVDHPEEISKLAKVKAQVSE 121 
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Query 141 VKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNWRKMWLQNMKIKLIVLG 200 

VKGVMMEN I EKVLDRGEKIELLVDKTENLRSQAQDFRQQGT +RRKMW+QNMKI KL I VLG 
Sbjct 122 VKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTKMRRKMWMQNMKIKLIVLG 181 

Query 201 IIIALILIIILSVCHGFKC 219 

IIIALILII+LS+CHGFKC 
Sbjct 182 IIIALILIIVLSICHGFKC 200 

>gb|ABK242 94.l| unknown [Picea sitchensis] 
Length=221 

Score = 349 bits (895), Expect = 9e-95, Method: Compositional matrix adjust. 
Identities = 155/220 (70%) , Positives = 192/220 (87%) , Gaps = 0/220 (0%) 

MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 6 0 
MG+QSLIY+FV+RGTVILAEYTEFTGNFTT+A QCL KLPA++NKFT++C HTFNYLVE 
MGEQSLIYSFVSRGTVILAEYTEFTGNFTTVAYQCLQKLPATSNKFTFDCQRHTFNYLVE 6 0 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 
DGFTYCWA ESVG+Q+PIAF++R+K++F KRY G+A A AN LN+EFG KLK+HM Y 
DGFTYCWADESVGRQVPIAFLERIKDEFKKRYSDGRAEVAIANGLNQEFGPKLKQHMDY 120 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 
C HPE+++K AK KAQV+EVKGVMM+NIEK+LDRGEKIEL+VDKTE L+ QAQDF++QG 
CAQHPEQINKFAKTKAQVAEVKGVMMDNIEKILDRGEKIELMVDKTEQLQFQAQDFQKQG 180 

220 

220 

>ref |NP_001049070 . 1 1 ESQ Os03g0165800 [Oryza sativa (japonica cultivar-group) ] 

gb |ABF94152 .1 | E3 Vesicle-associated membrane protein 724, putative, expressed 
[Oryza sativa (japonica cultivar-group)] 

dbj |BAF10984 .1 | H Os03g0165800 [Oryza sativa (japonica cultivar-group)] 
gb | EAY88679 . 1 | hypothetical protein Osl_009912 [Oryza sativa (indica cultivar-g 
Length=223 

GENE ID: 4331733 Os03g0165800 | Os03g0165800 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 346 bits (887), Expect = 7e-94, Method: Compositional matrix adjust. 
Identities = 152/217 (70%), Positives = 188/217 (86%), Gaps = 0/217 (0%) 

QQSLI YAFVARGTVI LAE YTEFTGNFTT IAS QCLMKLPASNNKFT YNCDGHTFNYLVEDG 6 2 
+ +L+Y+FVARG V+LA++ E +GNF ++A+QCL KLP++NN+ +YNCDGHTFNY V DG 
RTTLVYSFVARGAWIiADHAEVSGNFASVAAQCLQKLPSTNNRHS YNCDGHTFNYHVHDG 6 5 

FTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCV 122 
FTYCWA ES G+Q+P+ F++RVKEDF+K+Y GGKA A ANSL RE+G KLKEHM+YC 
FTYCWATESAGRQLPVGFIERVKEDFSKKYSGGKAKNATANSLKREYGPKLKEHMKYCD 125 

DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

HPEE+ KLAKVKAQV+EVKGVMM+NIEKVLDRGEKIELLVDKTE+LRSQAQDFR+ GT 
AHPEEIDKLAKVKAQVTEVKGVMMQNIEKVLDRGEKIELLVDKTEDLRSQAQDFRKAGTK 185 

VRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 219 
+RRKMW +NMK+KLIV GI++ALIL+IIL+VC C 
IRRKMWWENMKMKLIVFGIWALILVIILTVCRDLNC 222 

>ref |XP_001777330.1| EX3 R-SNARE, VAMP72 -family [ Physcomitrella patens subsp. pa 

gb|EDQ57860.l| EE3 R-SNARE, VAMP72 - family [Physcomitrella patens subsp. patens] 
Length=222 

Score = 326 bits (835), Expect = 8e-88, Method: Compositional matrix adjust. 
Identities = 157/219 (71%), Positives = 191/219 (87%), Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 
MG QSLIY+FVARG+ +LAEYT F+GNF+TIA QCL KLP +NNKFTY CD HTFNYLVE 



Query 


3 . 


Sbjct 


6 


Query 


63 


Sbjct 


66 


Query 


123 


Sbjct 


126 


Query 


183 


Sbjct 


186 
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Sb D ct 




Query 




Sb 3 ct 




Query 




Sbjct 




Query 


181 


Sbjct 


181 



MGTQSLIYSFVARGSTVLAEYTAFSGNFSTIAVQCLQKLPPNNNKFTYTCDRHTFNYLVE 60 

DGFTYC WAVES VGQQ I P I AFMDRVKED FTKRYGGGKAATAAANS LNRE FGS KLKEHMQY 12 0 
+G+TY WA E G+QIP AF++RVKEDF +RY GGKA +A ANSL++EFG KLK+HMQY 
EGYTYLWADEEFGRQIPFAFLERVKEDFKRRYAGGKADSAIANSLDKEFGPKLKDHMQY 12 0 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 
CVDHP+E++K++K+K+QV+EVKG+MM+NIEKVLDRGEKIELLVDKTENLR QA +F++QG 
CVDHPDEMNKISKIKSQVAEVKGIMMDNIEKVLDRGEKIELLVDKTENLRFQADNFQRQG 180 

TNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 

+RRKMW QNMK+KLIVL III +I+II LS+C GF C 
KQLRRKMWFQNMKVKLI VLAI I I VI I I I I WLS ICRGFTC 219 

>emb|CAO70980.l| unnamed protein product [Vitis vinifera] 
Length=221 • 

Score = 325 bits (833), Expect = le-87. Method: Compositional matrix adjust. 
Identities = 151/219 (68%) , Positives = 187/219 (85%) , Gaps = 0/219 (0%) 

MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 
M Q+S IY+FVARGT++LAEYTEFTGNF IA+QCL +LP+ +NNKFTYNCD HTFN+LVE 
MSQESFIYSFVARGTMVLAEYTEFTGNFPAIATQCLQRLPSANNKFTYNCDHHTFNFLVE 60 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 
DG+ YCWA ESVG+Q+ IAF++R+K DF KRYGGGKA TA A SLN++FG +KEHMQY 
DGYAYCWAKESVGKQVSIAFLERMKADFKKRYGGGKADTATAKSLNKDFGPIMKEHMQY 120 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

+DH EE+ KL KVKAQVSEVK +M+ENI+K L+RGE + +L DKTE+LRSQAQ F++QG 
IIDHAEEIEKLLKVKAQVSEVKSIMLENIDKTLERGENLTILADKTEDLRSQAQQFKKQG 180 

TNVRRKMWLQNMKI KL I VLG IIIALILII I LS VCHGFKC 219 
+ VRRKMW QNMKI KL + VLG I + + L L+I +S+CHGF C 
SQVRRKMWFQNMKI KL WLGI LL I LALVI WVS I CHGFNC 219 



Query 


1 


Sbjct 


1 


Query 


61 


Sbjct 


61 


Query 


121 


Sbjct 


121 


Query 


181 


Sbjct 


181 



>gb|ABK27118.l| unknown [Picea sitchensis] 
Length=219 

Score = 325 bits (832), Expect = 2e-87, Method: Compositional matrix adjust. 
Identities = 144/220 (65%) , Positives = 189/220 (85%) , Gaps = 1/220 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M QQSLIY+FVARG ++LAE+T F+GNF+ IA QCL KLP+ + +NKFTY CD HTFNYLV+ 
Sbjct 1 MAQQSLIYSFVARGNIVLAEHTSFSGNFSIIAVQCLQKLPSNSNKFTYTCDNHTFNYLVD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

DGF + W+ E+ G+Q+P F++RVKEDF +RYGG +A T+ A+SL++++G L++HMQY 
Sbjct 61 DGFVFLWSDEAAGRQVPFLFLERVKEDFKRRYGG-RAETSMAHSLDKDYGPILRDHMQY 119 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C+DHPEE+SK +K+KAQVSEVKG+MM+NIEKVLDRGEKIELLVDKTE L+ QA +F++QG 
Sbjct 12 0 CMDHPEELSKFSKIKAQVSEVKGIMMDNIEKVLDRGEKIELLVDKTEGLQFQADNFQRQG 179 

Query 181 TNVRRKMWLQNMKI KLI VLGII IALILI I ILSVCHGFKCH 220 

+RRKMWLQN+K K+IVLG ++++ILII LSVC GF C+ 
Sbjct 180 RQLRRKMWLQNLKFKIIVLGTVLSIILIIWLSVCKGFSCN 219 



>gb|ABK23325.l| unknown [Picea sitchensis] 
Length=235 

Score = 319 bits (818), Expect = 6e-86, Method: Compositional matrix adjust. 
Identities = 148/236 (62%) , Positives = 189/236 (80%) , Gaps = 17/236 (7%) 

Query 1 MGQQS L I YAFVARGTVI LAE YTEFTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M QQSLIY+FVARG ++LAE+T F+GNF+ IA QCL KLP+++NKFTY CD HTFNYLV+ 
Sbjct 1 MAQQSLIYSFVARGNIVLAEHTSFSGNFSIIAVQCLQKLPSNSNKFTYTCDNHTFNYLVD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLN 107 

DGF + WA E+ G+Q+P F++RVKEDF +RYGG +A T+ A+SL+ 
Sbjct 61 DGFVFLWADEAAGRQVPFLFLERVKEDFKRRYGG-RAETSMAHSLDKDYGYEEKFSVAY 119 

Query 108 REFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVD 164 
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REFG L++HMQYC+DHPEE+SK +K+KAQVSEVKG+MM+NIEKVLDRGEKIELLVD 
Sbjct 120 NLDREFGPILRDHMQYCMDHPEELSKFSKIKAQVSEVKGIMMDNIEKVLDRGEKIELLVD 179 

Query 165 KTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKCH 220 

KTE L+ QA +F++QG +RRKMWLQN+K K+IVLG ++++ILII LSVC GF C+ 
Sbjct 180 KTEGLQFQADNFQRQGRQLRRKMWLQNLKFKI I VLGTVLS I ILI I WLSVCKGFSCN 235 



>sp|02342 9 |VA724_ARATH Vesicle-associated membrane protein 724 (AtVAMP724) (SYBL 
protein) 

gb|AAT41760.l| At4gl5780 [Arabidopsis thaliana] 
gb|AAT70463.l| At4gl5780 [Arabidopsis thaliana] 
Length=222 

Score = 318 bits (815), Expect = 2e-85, Method: Compositional matrix adjust. 
Identities = 156/220 (70%) , Positives = 190/220 (86%) , Gaps = 1/220 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNN-KFTYNCDGHTFNYLV 59 

MGQ+S I Y+ FVARGT+ I LAE YTE FTGNF +IA+QCL KLP+S+N KFTYNCD HTFN+LV 
Sbjct 1 MGQESFIYSFVARGTMILAEYTEFTGNFPSIAAQCLQKLPSSSNSKFTYNCDHHTFNFLV 60 

Query 60 EDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQ 119 

EDG+ YCWA +S+ +QI IAF++RVK DF KRYGGGKA+TA A SLN+EFG +KEHM 
Sbjct 61 EDGYAYCWAKDSLSKQISIAFLERVKADFKKRYGGGKASTAIAKSLNKEFGPVMKEHMN 12 0 

Query 120 YCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQ 179 

Y VDH EE+ KL KVKAQVSEVK +M+ENI+K +DRGE + +L DKTENLRSQAQ++++Q 
Sbjct 121 YIVDHAEEIEKLIKVKAQVSEVKSIMLENIDKAIDRGENLTVLTDKTENLRSQAQEYKKQ 180 

Query 180 GTNVRRKMWLQNMKIKLIVXiGI I IALILI I ILSVCHGFKC 219 

GT VRRK+W QNMKIKL+VLGI++ L+LII +SVCHGF C 
Sbjct 181 GTQVRRKL WYQNMKI KLWLG I LLLLVL 1 1 W I S VCHGFNC 22 0 



>ref |XP_001784148.1| EE R-SNARE, VAMP72-f amily [Physcomitrella patens subsp. pa 

gb|EDQ51072.l| E3 R-SNARE, VAMP72 -family [Physcomitrella patens subsp. patens] 
Length=220 

Score = 317 bits (813), Expect = 3e-85, Method: Compositional matrix adjust. 
Identities = 156/219 (71%) , Positives = 190/219 (86%) , Gaps = 0/219 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MG QSLIY+FVARG +LAEYT F+GNF+TIA QCL KLP +NNKFTY CD HTFNYLVE 
Sbjct 1 MGTQSLIYSFVARGPTVLAEYTAFSGNFSTIAVQCLQKLPPNNNKFTYTCDRHTFNYLVE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

+G+TY WA E G+QIP AF++RVKEDF +RY GGKA +A A+SL++EFG KLK+HMQY 
Sbjct 61 EGYTYLWADEEFGRQIPFAFLERVKEDFKRRYAGGKADSAIAHSLDKEFGPKLKDHMQY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

CVDHP+E++K++K+K+QV+EVKG+MM+NIEKVLDRGEKIELLVDKTENLR QA +F++QG 
Sbjct 121 CVDHPDEMNKISKIKSQVAEVKGIMMDNIEKVLDRGEKIELLVDKTENLRFQADNFQRQG 180 

Query 181 TNVRRKMWLQNMKIKLIVLGI I IALILI I ILSVCHGFKC 219 

+RRKMW QNMK+KLIVL III +I+II LS+C GF C 
Sbjct 181 RQLRRKMWFQNMKVKLI VLAI I IWI 1 1 1 WLS ICRGFTC 219 



>gb|AAV49990.l| putative synaptobrevin/VAMP [Hordeum vulgare subsp. vulgare] 
Length=215 

Score = 303 bits (777), Expect = 5e-81, Method: Compositional matrix adjust. 
Identities = 140/214 (65%), Positives = 181/214 (84%), Gaps = 0/214 (0%) 

Query 6 LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 

+IYA VARGTV++AE+T +TGNF IA QCL KLPA +++F YNCDGHTF +L+ G+ Y 
Sbjct 1 MIYAMVARGTWVAEHTAYTGNFRDIAGQCLHKLPAGDSRFAYNCDGHTFTFLLHQGYAY 60 

Query 66 C WAVES VGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 125 

CWA ES G+++P+AF++R+KEDF +RY GGKAATA ANSL ++FG +LKE M+YC+DHP 
Sbjct 61 CWATESAGREVPLAFLERIKEDFNRRYAGGKAATATANSLTKDFGPRLKEQMKYCMDHP 120 

Query 126 EE VS KLAKVKAQVS E VKGVMMEN I EKVLDRGE KI ELLVDKTENLRSQAQDFRQQGTNVRR 185 
EEVS+L+KV+AQVSEVKG+MMENI+KV+DRGE+I+ LV +TE L A DFR +GT +RR 
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4 
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63 
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64 
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105 


Sbjct 


124 


Query 


165 


Sbjct 


184 



Sbjct 121 EEVSRLSKVQAQVSEVKGI.MMENIDKVIDRGEQIDGLVTRTEQLHDHALDFRTEGTRIRR 180 

Query 186 KMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 219 

+MW QNMKIKLIV+GI++ALILII+LS+CH C 
Sbjct 181 RMWYQNMKIKLIWGIWALILIIVLSICHKKDC 214 

>gb|ABK95406.l| unknown [Populus trichocarpa] 
Length=238 

Score = 293 bits (751), Expect = 4e-78, Method: Compositional matrix adjust. 
Identities = 133/235 (56%) , Positives = 184/235 (78%) , Gaps = 18/235 (7%) 

QQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDG 62 
Q+ LIY+FVA+G V+LAE+T ++GNF+TIA QCL KLP++++K+TY+ DGHTFN+L+++G 
QKGLIYSFVAKGNWLAEHTSYSGNFSTIAVQCLQKLPSNSSKYTYSSDGHTFNFLIDNG 63 

FTYCWAVE SVGQQ I P I AFMDRVKEDFTKRYGGGKAATA AAN 104 

F + WA ESVG+ + F++RVK+DF +RYG A A 

FVFLWADESVGRGVSFVFLERVKDDFNQRYGAS IKNEAHPLADDDDDDDLFEDRFS IAY 12 3 

S LNREFGS KLKEHMQ YCVDHPEEVS KLAKVKAQVS E VKG VMMEN I E KVLDRGE KI ELLVD 164 
+L+REFG +LKEHMQYCV+HPEE+SKL+K+KAQ++EVKG+MM+NI+KVLDRGE+IELLVD 
NLDREFGPRLKEHMQYCVNHPEEISKLSKLKAQITEVKGIMMDNIDKVLDRGERIELLVD 183 

KTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGI I IALILI I ILSVCHGFKC 219 
KT+NL QA F++QG +RRKMWLQN+K+KL++ G ++ALI+I+ +SVC GFKC 
KTDNLSFQADSFQRQGRELRRKMWLQNLKVKLVLGGTVLALIVIVWISVCGGFKC 238 

>ref |NP_190998.1| ES ATVAMP727 (Arabidopsis thaliana vesicle-associated membrane 
727) 

ref |NP_001078283.1| EE ATVAMP727 (Arabidopsis thaliana vesicle-associated memb 
727) 

sp|Q9M376 |VA727_ARATH ES Vesicle-associated membrane protein, 727 (AtVAMP727) 
emb|CAB71004.l| ES synaptobrevin-like protein [Arabidopsis thaliana] 
gb|AAS47612.l| ES At3g54300 [Arabidopsis thaliana] 
gb|AAS76729.l| ES At3g54300 [Arabidopsis thaliana] 

dbj |BAF00993.l| ES synaptobrevin -like protein [Arabidopsis thaliana] 
Length=24 0 

GENE ID: 824597 ATVAMP727 | ATVAMP727 (Arabidopsis thaliana vesicle-associated 
membrane protein 727) [Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 293 bits (751), Expect = 4e-78, Method: Compositional matrix adjust. 
Identities = 137/239 (57%) , Positives = 181/239 (75%) , Gaps = 21/239 (8%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M Q+ LIY+FVA+GTV+LAE+T ++GNF+TIA QCL KLP +++K+TY+CDGHTFN+LV+ 
Sbjct 1 MSQKGL I YS FVAKGTWLAEHTPYSGNFS T I AVQCLQKLPTNS S KYTYS CDGHTFNFLVD 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGG GKAAT 100 

+GF + WA ES G+ +P F++RVKEDF KRY G + 

Sbjct 61 NG FVFLWADESTGRS VP FVFLERVKEDFKKRYEAS I KNDERHPLADEDEDDDLFGDRFS 12 0 

Query 101 AAANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIE 160 

A N L+REFG LKEHMQYC+ HPEE+SKL+K+KAQ++EVKG+MM+NIEKVLDRGEKIE 
Sbjct 121 VAYN-LDREFGPILKEHMQYCMSHPEEMSKLSKLKAQITEVKGIMMDNIEKVLDRGEKIE 179 

Query 161 LLVDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGI I IALILI I ILSVCHGFKC 219 

LLVDKTENL+ QA F++QG +RRKMWLQ++++KL+V G + + ILI+ + C GFKC 
Sbjct 18 0 LLVDKTENLQFQADSFQRQGRQLRRKMWLQSLQMKLMVAGAVFSFILIVWWACGGFKC 23 8 

>ref |NP_850201.1| ESQ ATVAMP723 (Arabidopsis thaliana vesicle-associated membran 
723) 

sp|Q8VY6 9 |VA723_ARATH ES Vesicle-associated membrane protein 723 (AtVAMP723) 
gb | AAL62392 . 1 | ES putative synaptobrevin [Arabidopsis thaliana] 
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gb|AAN1552 8.l| E] putative synaptobrevin [Arabidopsis thaliana] 
Length=217 

GENE ID: 817873 ATVAMP723 | ATVAMP723 (Arabidopsis thaliana vesicle-associated 
membrane protein 723) [Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 289 bits (739), Expect = le-76, Method: Compositional matrix adjust. 
Identities = 155/219 (70%) , Positives = 179/219 (81%) , Gaps = 4/219 (1%) 

MGQQS L I YAF VARGTVI IjAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYL VE 60 
M QQSL Y+F+ARGTVIL E+T+F GNFT++A+Q L LP+SNNKFTYNCDGHTFN LVE 
MAQQSLFYSFIARGTVILVEFTDFKGNFTSVAAQYLENLPSSNNKFTYNCDGHTFNDLVE 60 

DGFTYC WAVE S VGQQ I P I AFMDRVKEDFTKR YGGGKAATAAANSLNRE FGS KLKEHMQ Y 12 0 
+GFTYCWAV+S G++IP+AF++RVKEDF KRYGG KAAT ANSLN+EFGS LKEHMQY 
NGFTYCWAVDSAGREIPMAFLERVKEDFYKRYGGEKAATDQANSLNKEFGSNLKEHMQY 120 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 
C+DHP+E+S LAK KAQVSEVK +MMENIEKVL RG E+L SQ Q F + 

CMDHPDE I SNLAKAKAQVSEVKSLMMENI EKVLARGVI CEMLGSS ESQPQAFY IKR 176 

TNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKC 219 
T ++RK W QNMKlkLIVL IIIALILIIILSVC GF C 
TQMKRKKWFQNMKIKLIVLAIIIALILIIILSVCGGFNC 215 

>ref |NP_001062495.1| E3B Os08g0558600 [Oryza sativa (japonica cultivar-group) 3 

dbj |BAD13129.1| [£3 putative vesicle-associated membrane protein 725 (AtVAMP725) 
[Oryza sativa Japonica Group] 

dbj |BAF24409 .1 | B Os08g0558600 [Oryza sativa (japonica cultivar-group)] 
Length=241 

GENE ID: 4346309 Os08g0558600 | Os08g0558600 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 286 bits (732), Expect = 7e-76, Method: Compositional matrix adjust. 
Identities = 133/237 (56%), Positives = 177/237 (74%), Gaps = 20/237 (8%) 

QQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDG 62 
+QSLIY+FVA+G+V+LAE+T F+GNF+TIA QCL KLP + +K TY+CDGHTFN+LV+ G 
KQSLIYSFVAKGSWLAEHTAFSGNFSTIAVQCLQKLPPNTSKSTYSCDGHTFNFLVDRG 64 

FTYCWAVES VGQQI P I AFMDRVKEDFTKR YGGG KAATAA 102 

F + WA E+VG+ +P F+DRVKEDF +RYG + + 

FVFLWADEAVGRSVPFVFLDRVKEDFMQRYGSSIDEEGQHPLADDADDDDFLLEDRFSI 124 

ANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELL 162 
A +L+REFG +LK+HM YC++HPEE+SKL+KVKA ++EVKG+MM+NIEK+L+RGEKIELL 
AYNLDREFGPRLKDHMLYCINHPEEISKLSKVKAHLTEVKGIMMDNIEKILERGEKIEHi 184 

VDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGI I IALILI I ILSVCHGFKC 219 
V KTE L+SQA F + G +RRKMWLQN++ KL+V G + ALIL + L +C GFKC 
VGKTETLQSQADSFHRHGRELRRKMWLQNLRFKLMVGGAVAALILFLWLIICGGFKC 241 



285 bits (728), Expect = 2e-75, Method: Compositional matrix adjust. 
- = 138/239 (57%) , Positives = 185/239 (77%) , Gaps = 20/239 (8%) 

MGQQSLI YAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 6 0 
M Q+ LIY+FVA+GTV+LAE+T F+GNF+TIA QCL KLP++++K+TY+CDGHTFN+L++ 
MSQKGLIYSFVAKGTVVLAEHTSFSGNFSTIAVQCLQKLPSNSSKYTYSCDGHTFNFLID 6 0 

DGFTYC WAVES VGQQ I P I AFMDRVKED FTKRYGGGKAATAA 102 

GF + WA ES G+ P F++RVK+DF +RYGG + 
SGFVFLWADESAGRGAPFVFLERVKDDFKQRYGGSIRSDGPHPLADEDDDDDDLFEDRF 12 0 

- -ANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIE 160 

A +L+REFG KLKEHMQYC++HPEE+SKL+K+KAQ++EVKG+MM+NIEKVLDRGE+IE 
SIAYNLDREFGPKLKEHMQYCMNHPEEISKLSKLKAQITEVKGIMMDNIEKVLDRGERIE 180 



Query 


3 


Sbjct 


5 


Query 


63 


Sbjct 


65 


Query 


103 


Sbjct 


125 


Query 


163 


Sbjct 


185 


>emb|CA063! 


Length; 


= 239 


Score 




Identities 


Query 


1 


Sbjct 


1 


Query 


61 


Sbjct 


61 


Query 


103 


Sbjct 


121 
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Query 161 LLVDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGI IIALILII ILSVCHGFKC 219 

LLVDKTENL+ QA F++QG +RRKMWLQN+++KL+V GI++ LI+I+ L C GFKC 
Sbjct 181 LLVDKTENLQFQADSFQRQGRQLRRKMWLQNLRLKLMVGGI VLVLI I ILWLI ACKGFKC 239 



>emb|CAJ15414.l| unnamed protein product [Triticum aestivum] 
Length=231 

Score = 283 bits (724) , Expect = 5e-75, Method: Compositional matrix adjust. 
Identities = 139/215 (54%), Positives = 183/215 (85%), Gaps = 0/215 (0%) 

Query 5 SL I YAFVARGTVI LAEYTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 

++IYA VARGT+++AE+T +TGNF IA+QCL KLPA +++FTY CDGHTF +L+ G+ 
Sbjct 16 TMIYAMVARGTLWAEHTAYTGNFRDIAAQCLHKLPAGDSRFTYTCDGHTFTFLLHQGYA 75 

Query 65 YC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANSLNRE FGS KLKEHMQYC VDH 124 

YCWA ES G+ ++P+AF++R+KE+F KRY GGKAATA ANSL++ + FG +LKE MQYC+DH 
Sbjct 76 YCWATESAGREVPLAFLERIKEEFNKRYAGGKAATATANSLSKDFGPRLKEQMQYCMDH 135 

Query 125 PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

PEEVS+L+KV+AQVSEVKG+MMENI+KV+DRGE+I+ LV +TE L A DFR +GT +R 
Sbjct 136 PEEVSRLSKVQAQVSEVKGIMMENIDKVIDRGEQIDGLVTRTEQLHDHAMDFRTEGTRLR 195 

Query 185 RKMWLQNMKIKLIVLGI IIALILII ILSVCHGFKC 219 

R+MW QNMKIKLIV GI++A+ILII+LS+CH C 
Sbjct 196 RRMWYQNMKIKLIVAGIWAI ILI IVLSICHRDHC 230 



>emb | CAJ13968 . 1 | unnamed protein product [Aegilops tauschii] 
Length=231 

Score = 283 bits (723), Expect = 7e-75, Method: Compositional matrix adjust. 
Identities = 139/215 (64%), Positives = 182/215 (84%), Gaps = 0/215 (0%) 

Query .5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 

++IYA VARGT+++AE+T +TGNF IA+QCL KLPA +++FTY CDGHTF +L+ G+ 
Sbjct 16 TMIYAMVARGTLWAEHTAYTGNFRDIAAQCLHKLPAGDSRFTYTCDGHTFTFLLHQGYA 75 

Query 65 YC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQYC VDH 124 

YCWA ES G+ ++P+AF++R+KE+F KRY GGKAATA ANSL ++FG +LKE MQYC+DH 
Sbjct 76 YCWATESAGREVPLAFLERIKEEFNKRYAGGKAATATANSLTKDFGPRLKEQMQYCMDH 135 

Query 125 PEE VS KLAKVKAQVS E VKGVMMENI E KVLDRGE KI ELL VDKTENLRS QAQDFRQQGTNVR 184 

PEEVS+L+KV+AQVSEVKG+MMENI+KV+DRGE+I+ LV +TE L A DFR +GT +R 
Sbjct 13 6 PEEVSRLSKVQAQVSEVKGIMMENIDKVIDRGEQIDGLVTRTEQLHDHAMDFRTEGTRLR 195 

Query 185 RKMWLQNMKIKLIVLGI IIALILII ILSVCHGFKC 219 

R+MW QNMKIKLIV GI++A+ILII+LS+CH C 
Sbjct 196 RRMWYQNMKIKLIVAGIWAI ILI IVLSICHRDHC 230 



>emb|CAJ13552.l| unnamed protein product [Triticum turgidum] 
Length=2 32 

Score = 283 bits (723), Expect = 8e-75, Method: Compositional matrix adjust. 
Identities = 139/215 (64%), Positives = 181/215 (84%), Gaps = 0/215 (0%) 

Query 5 SLIYAFVARGTVI LAEYTE FTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 

++IYA VARGT+++AE+T +TGNF IA+QCL KLPA +++FTY CDGH F +L+ G+ 
Sbjct 16 TMIYAMVARGTMWAEHTAYTGNFRDIAAQCLHKLPAGDSRFTYTCDGHAFTFLLHQGYA 75 

Query 65 YCWAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQYC VDH 124 

YCWA ES G+++P+AF++R+KE+F KRY GGKAATA ANSL + + FG +LKE MQYC+DH 
Sbjct 76 YCWATESAGREVPLAFLERIKEEFNKRYAGGKAATATANSLTKDFGPRLKEQMQYCMDH 135 

Query 125 PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

PEEVS+L+ KV+ AQ VS E VKG + MMEN I + KV+ DRGE + 1 E LV +TE L A DFR +GT +R 
Sbjct 136 PEEVSRLSKVQAQVSEVKGIMMENIDKVIDRGEQIEGLVTRTEQLHDHALDFRTEGTRIR 195 

Query 185 RKMWLQNMKIKLIVLGI IIALILII ILSVCHGFKC 219 

R+MW QNMKIKLIV GI++A+ILII+LS+CH C 
Sbjct 196 RRMWYQNMKIKLIVAGIWAI ILI IVLSICHRDHC 230 



>emb|CAJ13539.l| unnamed protein product [Triticum aestivum] 
Length=232 
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Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



= 282 bits (722), Expect = le-74, Method: Compositional matrix adjust, 
ities = 139/215 (64%) , Positives = 181/215 (84%) , Gaps = 0/215 (0%) 

S L I YAF VARGTV I LAEYTE FTGNFTTI AS QCLMKLP ASNNKFT YNCDGHTFNYLVEDGFT 6 4 
++IYA VARGT+++AE+T +TGNF IA+QCL KLPA +++FTY CDGH F +L+ G+ 
TMI YAMVARGTMWAEHTAYTGNFRDI AAQCLHKLPAGDSRFTYTCDGHAFTFLLHQGYA 7 5 



125 
136 
185 
196 



YC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQYC VDH 124 
YCWA ES G+ + + P+AF++R+KE+F KRY GGKAATA ANSL ++FG +LKE MQYC+DH 

YCWATESAGREVPLAFLERIKEEFNKRYAGGKAATATANSLTKDFGPRLKEQMQYCMDH 135 

PEEVSKIiAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 
PEEVS+L+KV+AQVSEVKG+MMENI+KV+DRGE+IE LV +TE L A DFR +GT +R 

PEEVSRLSKVQAQVSEVKGIMMENIDKVIDRGEQIEGLVTRTEQLHDHALDFRTEGTRIR 195 



RKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKC 
R+MW QNMKIKLIV GI++A+ILII+LS+CH C 
RRMWYQNMKIKLIVAGI WAI ILI IVLSICHRDHC 



219 
230 



>gb|AAS88 55 

Length=218 

Score = 
Identities 

Query 5 

Sbjct 2 

Query 65 

Sbjct 62 

Query 125 

Sbjct 122 

Query 185 

Sbjct 182 



8.1 | putative synaptobrevin [Triticum monococcum] 

81 bits (719), Expect = 2e-74, Method: Compositional matrix adjust. 
= 138/215 (64%), Positives = 181/215 (84%), Gaps = 0/215 (0%) 

S L I YAF VARGTV I LAEYTE FTGNFTT I AS QCLMKLPASNNKFTYNCDGHTFNYL VEDGFT 6 4 
++IYA VARGT+++AE+T +TGNF IA+QCL KLPA +++FTY CDGH F +L+ G+ 
TMIYAMVARGTMWAEHTAYTGNFRDIAAQCLHKLPAGDSRFTYTCDGHAFTFLLHQGYA 61 

YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 

YCWA ES G+++P+AF++R+KE+F KRY GGKAATA ANSL + + FG +LK+ MQYC+DH 

YC WATES AGRE VPLAFLER I KE E FNKRYAGGKAATATANS LTKDFGPRLKDQMQYCMDH 121 

PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 
PEEVS+L+KV+AQVSEVKG+MMENI+KV+DRGE+IE LV +TE L A DFR +GT +R 
PEEVSRLSKVQAQVSEVKGIMMENIDKVIDRGEQIEGLVTRTEQLHDHALDFRTEGTRIR 181 

RKMWLQNMKI KL I VLG I I I AL I L I I I LS VCHGFKC 219 
R+MW QNMKIKLIV GI++A+ILII+LS+CH C 
RRMWYQNMKIKLIVAGI WAI ILI IVLSICHRDHC 216 



>ref |NP_001030968.1| EH£3 VAMP 7 B (VESICLE-ASSOCIATED MEMBRANE PROTEIN 7B) [Arabid 
thaliana] 

dbj |BAD44122 .1 | ES putative vesicle-associated membrane protein, synaptobrevin 7 
[Arabidopsis thaliana] 
Length=181 



839419 VAMP7B | VAMP7B (VESICLE-ASSOCIATED MEMBRANE PROTEIN 7B) 
10 or fewer PubMed links) 



GENE ID 

[Arabidopsis thaliana] ( 



Score = 280 bits (716), Expect = 6e-74, Method: Compositional matrix adjust. 
Identities = 155/219 (70%) , Positives = 170/219 (77%) , Gaps = 38/219 (17%) 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



MGQQSLI YAF VARGTVI LAEYTE FTGNFTT I AS QCLMKLPASNNKFTYNCDGHTFNYL VE 
M QQSLIY+FVARGTVIL E+T+F 

MAQQS L I YS FVARGTVI L VE FTDFKA 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 
YCWAV+S G+QIP++F++RVKEDF KRYGGGKAATA ANSLN+EFGSKLKEHMQY 
YCWAVDSAGRQIPMSFLERVKEDFNKRYGGGKAATAQANSLNKEFGSKLKEHMQY 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 
C+DHP+E+SKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR G 
CMDHPDE I S KLAKVKAQVSEVKGVMMENIEKVLDRGEKI ELLVDKTENLRSQAQDFRTTG 



180 
142 



181 
143 



TNVRRKMWLQNMKI KL I VLG IIIALILII I LS VCHGFKC 
T +RRKMWLQNMKIKLIVL IIIALILII+LSVCHGFKC 
TQMRRKMWLQNMKIKLIVLAII IALILI I VLSVCHGFKC 



219 
181 
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>ref |XP_001779971.1| B R-SNARE, VAMP72 - family [Physcomitrella patens subsp. pate 

gb|EDQ55180.l| E3 R-SNARE, VAMP72 -family [Physcomitrella patens subsp. patens] 
Length=2 39 

Score = 278 bits (711), Expect = 2e-73, Method: Compositional matrix adjust. 
Identities = 132/220 (60%) , Positives = 174/220 (79%) , Gaps = 0/220 (0%) 

Query 1 MGQQSL I YAFVARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYL VE 60 

MG +LIY+ V+RGT +LAEYT F GNF+ IA QCL+KLPA+NNK TY D HTFN+LV+ 
Sbjct 1 MGDANL I YS L VSRGTTVLAE YTS FAGNFS Q I AMQCLVKLPAANNKHT YVMDRHTFNFLVQ 60 

Query 61 DGFTYC WAVES VGQQ I P I AFMDRVKEDFTKR YGGGKAATAAANS LNREFGS KLKEHMQY 12 0 

DGFTY WA E G+QIP AF+DRVK+DF RY GGKA A ++SL+ EFG +LKEHM + 
Sbjct 61 DGFTYLWAEEDFGRQIPFAFLDRVKDDFKHRYQGGKADLAVSHSLDAEFGPRLKEHMDF 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C +PEE+ K++K+K+QV+EVKG+MMENI+KVL R EKI+LLVD+T +L+S A +F++QG 
Sbjct 121 CERNPEEIRKMSKIKSQVAEVKGIMMENIDKVLVRNEKIDLLVDRTSHLQSDAHNFQRQG 180 

Query 181 TNVRRKMWLQNMKIKLIVLGI I I ALILI I ILSVCHGFKCH 22 0 

+R K+W QN ++KL+VL +11 + II LS+C GF C+ 
Sbjct 181 KKI RYKLWCQNYRLKLL VLVL I I I VAF I I YLS I CRGFVC Y 220 



>ref |NP_193313.2 | EE ATVAMP724 (Arabidopsis thaliana vesicle-associated membran 
724) 

Length=194 

GENE ID: 827258 ATVAMP724 | ATVAMP724 (Arabidopsis thaliana vesicle-associated 
membrane protein 724) [Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 275 bits (702), Expect = 2e-72, Method: Compositional matrix adjust. 
Identities = 128/189 (67%), Positives = 158/189 (83%), Gaps = 2/189 (1%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNN-KFTYNCDGHTFNYLV 59 

MGQ+S IY+FVARGT+ILAEYTEFTGNF +IA+QCL KLP+S+N KFTYNCD HTFN+LV 
Sbjct 1 MGQESFIYSFVARGTMILAEYTEFTGNFPSIAAQCLQKLPSSSNSKFTYNCDHHTFNFLV 60 

Query 60 EDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQ 119 

ED + YCWA +S+ +QI IAF++RVK DF KRYGGGKA+TA A SLN+EFG +KEHM 
Sbjct 61 EDAYAYCWAKDSLSKQISIAFLERVKADFKKRYGGGKASTAIAKSLNKEFGPVMKEHMN 12 0 

Query 120 YCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQ- 178 

Y VDH EE + KI) KVKAQVSEVK +M+ENI+K +DRGE + +L DKTENLRSQA+++++ 
Sbjct 121 YIVDHAEEIEKLIKVKAQVSEVKSIMLENIDKAIDRGENLTVLTDKTENLRSQAREYKKT 180 

Query 17 9 QGTNVRRKM 187 

+G RRK 
Sbjct 181 KGHRWRRKF 189 



>ref|XP_001692216.l| EE R-SNARE protein, VAMP72-f amily [Chlamydomonas reinhardt 

gb|EDP04166.l| E R-SNARE protein, VAMP72 -family [Chlamydomonas reinhardtii] 
Length=219 

GENE ID: 5717909 VAMP72 I R-SNARE protein, VAMP72 - family 
[Chlamydomonas reinhardtii] (Over 10 PubMed links) 

Score = 268 bits (685), Expect = 2e-70, Method: Compositional matrix adjust. 
Identities = 126/210 (60%), Positives = 167/210 (79%), Gaps = 1/210 (0%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 

LIYAFVARGT +LAEYT ++GNF T+A +CL KL KFT CD HTFN+LV +GFT 

Sbjct 2 PLIYAFVARGTTVLAEYTPYSGNFNTVAIECLQKLANPEPKFTIACDRHTFNFLVANGFT 61 

Query 65 YC WAVE S VGQQ I P I AFMDRVKEDFTKR YGGGKAATAAANSLNRE FGS KLKEHMQYCVDH 124 

Y WA E+ G+QIP AF++RV+++F ++Y KA TAAA S++R FG +LK HM+YC+DH 
Sbjct 62 YLWADEAYGRQIPFAFLERVRDEFEEKYAE-KARTAAALSMDRTFGPRLKSHMEYCMDH 120 

Query 12 5 PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

PEE+SK+A V+ +V+EVK VM+ENIEKVL+RGEKIELLVDKT++LR+QA+ F+++G +R 
Sbjct 121 PEEISKIAAVQKKVNEVKDVMVENIEKVLERGEKIELLVDKTDDLRNQAEQFQKKGRQLR 180 



http://\vww.ncbi.nlrn.nih.gov^last/Blast.cgi 
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Query 


6 


Sbjct 


23 


Query 


57 


Sbjct 


83 


Query 


117 


Sbjct 


143 


Query 


177 


Sbjct 


203 



Query 185 RKMWLQNMKIKLIVLGIIIALILIIILSVC 214 

KMW QN ++KLIVL 1+ L ++I L VC 
Sbjct 181 NKMWWQNCRMKLIVLFAILLLAWIFLLVC 210 

>ref |NP_001059291.1 1 EE Os07g0249200 [Oryza sativa (japonica cultivar-group)] 

dbj |BAC20811.l| E3 putative Vesicle-associated membrane protein [Oryza sativa Ja 
Group] 

dbj |BAD30660.l| E3 putative Vesicle-associated membrane protein [Oryza sativa Ja 
Group] 

dbj |BAF21205.1 | E] Os07g0249200 [Oryza sativa (japonica cultivar-group)] 
Length=24 8 

GENE ID: 4342836 Os07g0249200 I Os07g0249200 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 266 bits (679), Expect = 9e-70, Method: Compositional matrix adjust. 
Identities = 135/223 (60%), Positives = 175/223 (78%), Gaps = 9/223 (4%) 

LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNN KFTYNCDGHTFN 56 

LIYAFVARGT +LAEYTEFTGNF +A+QCL +LPAS +F+Y CDGHTFN 

LI YAFVARGTAVLAEYTEFTGNFPALAAQCLQRLPASGGGGSGGGAPARFSYACDGHTFN 8 2 

YLVEDGFTYCWAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNREFGSKLKE 116 
+L+ G+ YCWA ESV + + +AF++R+K+DF KRYGGGKA TA A SLN+E+G +K+ 
FLLHRGYAYCWAKESVPKNVSVAFLERLKDDFMKRYGGGKADTALAKSLNKEYGPVIKQ 142 

HMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDF 176 
HMQY +DH EE+ K KV+AQVSEVK +M+ENIEK L RGEK+ L DKT +L+SQAQ+F 
HMQYVLDHSEEIEKTLKVQAQVSEVKNIMLENIEKTLGRGEKLSELQDKTSDLQSQAQEF 2 02 

RQQGTNVRRKMWLQNMKI KL I VLG 1 1 1 AL I L 1 1 1 LS VCHGFKC 219 
+++G +RRK WLQNMKIKL+VLGI++ L++I+ +SVC GF C 
KKKGVKI RRKTWLQNMKI KL WLG I LLLL VI IVWVS VCQGFDC 245 

>gb|EAZ07996.l| hypothetical protein Osl_029228 [Oryza sativa (indica cultivar-g 
Length=633 

Score = 263 bits (673), Expect = 5e-69, Method: Compositional matrix adjust. 
Identities = 121/216 (56%) , Positives = 162/216 (75%) , Gaps = 20/216 (9%) 

GQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVED 6 1 

+QSLIY+FVA+G+V+LAE+T F+GNF+TIA QCL KLP + +K TY+CDGHTFN+LV+ 
NKQSLIYSFVAKGSWLAEHTAFSGNFSTIAVQCLQKLPPNTSKSTYSCDGHTFNFLVDR 63 

GFT YC WAVE S VGQQ I P I AFMDRVKEDFTKRYGGG KAATA 101 

GF + WA E+VG+ +P F+DRVKEDF +RYG + + 

GFVFLWADEAVGRSVPFVFLDRVKEDFMQRYGSSIDEEGQHPLADDADDDDFLLEDRFS 123 

AANS LNREFGSKLKEHMQYCVDHPEEVS KLAKVKAQVSEVKGVMMENI EKVLDRGEKIEL 161 

A +L+REFG +LK+HM YC++HPEE+SKL+KVKA ++EVKG+MM+NIEK+L+RGEKIEL 
IAYNLDREFGPRLKDHMLYCINHPEEISKLSKVKAHLTEVKGIMMDNIEKILERGEKIEL 183 

LVDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLI 197 
LV KTE L+SQA F + G +RRKMWLQN++ KL+ 
LVGKTETLQSQADSFHRHGRELRRKMWLQNLRFKLM 219 

>gb|EAZ43645.l| hypothetical protein OsJ 027128 [Oryza sativa (japonica cultivar 
Length=1259 • ~ 

Score = 263 bits (672), Expect = 7e-69, Method: Compositional matrix adjust. 
Identities = 121/215 (56%) , Positives = 162/215 (75%) , Gaps = 20/215 (9%) 

Query 3 QQS L I YAFVARGTVI LAE YTE FTGNFTT I ASQCLMKLPASNNKFT YNCDGHTFNYLVEDG 62 

+QSLIY+FVA+G+V+LAE+T F+GNF+TIA QCL KLP + +K TY+CDGHTFN+LV+ G 
Sbjct 5 KQSLIYSFVAKGSWLAEHTAFSGNFSTIAVQCLQKLPPNTSKSTYSCDGHTFNFLVDRG 64 

Query 63 FTYC WAVE S VGQQ I P I AFMDRVKEDFTKRYGGG KAATAA 102 

F + WA E+VG+ +P F+DRVKEDF +RYG + + 

Sbjct 65 FVFLWADEAVGRSVPFVFLDRVKEDFMQRYGSSIDEEGQHPLADDADDDDFLLEDRFSI 124 



Query 


2 


Sbjct 


4 


Query 


62 


Sbjct 


64 


Query 


102 


Sbjct 


124 


Query 


162 


Sbjct 


184 
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Query 103 ANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELL 162 

A +L+REFG +LK+HM YC++HPEE+SKL+KVKA ++EVKG+MM+NIEK+L+RGEKIELL 
Sbjct 125 AYNLDREFGPRLKDHMLYCINHPEEISKLSKVKAHLTEVKGIMMDNIEKILERGEKIELL 184 

Query 163 VDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLI 197 

V KTE L+SQA F + G +RRKMWLQN++ KL+ 
Sbjct 185 VGKTETLQSQADS FHRHGRELRRKMWLQNLRFKLM 219 



>gb|AAC04922.l| putative synaptobrevin [Arabidopsis thaliana] 
Length=212 

Score = 261 bits (668), Expect = 2e-68, Method: Compositional matrix adjust. 
Identities = 121/163 (74%), Positives = 142/163 (87%), Gaps = 0/163 (0%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVE 60 

M QQSL Y+F+ARGTVTL E+T+F GNFT++A+Q L LP+SNNKFTYNCDGHTFN LVE 
Sbjct 1 MAQQSLFYSFIARGTVILVEFTDFKGNFTSVAAQYLENLPSSNNKFTYNCDGHTFNDLVE 60 

Query 61 DGFTYC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQY 120 

+GFTYCWAV+S G+ + IP+AF++RVKEDF KRYGG KAAT ANSLN+EFGS LKEHMQY 
Sbjct 61 NGFTYCWAVDSAGREIPMAFLERVKEDFYKRYGGEKAATDQANSLNKEFGSNLKEHMQY 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLV 163 

C+DHP+E+S LAK KAQVSEVK +MMENIEKVL RG E+LV 
Sbjct 121 CMDHPDE I SNLAKAKAQVSEVKSLMMENI EKVLARGVICEMLV 163 



>gb| AAB80624.1| Strong similarity to Arabidopsis AT H SARI (gb|M90418). ESTs gb|T4 

come from this gene. [Arabidopsis 

thaliana] 

Length=175 

Score = 260 bits (665), Expect = 4e-68, Method: Compositional matrix adjust. 
Identities = 137/157 (87%) , Positives = 150/157 (95%) , Gaps = 0/157 (0%) 

Query 63 FTYC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQYCV 122 

F+YCWAV+S G+QIP++F++RVKEDF KRYGGGKAATA ANSLN+EFGSKLKEHMQYC+ 
Sbjct 19 FSYCWAVDSAGRQIPMSFLERVKEDFNKRYGGGKAATAQANSLNKEFGSKLKEHMQYCM 78 

Query 123 DHPEE VS KLAKVKAQVS E VKGVMMENI EKVLDRGEKI ELLVDKTENLRS QAQDFRQQGTN 182 

DHP +E + S KLAKVKAQVS E VKGVMMENI EKVLDRGEKI ELLVDKTENLRS QAQDFR GT 
Sbjct 7 9 DHPDE I S KLAKVKAQVS E VKGVMMENI EKVLDRGEKI ELLVDKTENLRS QAQDFRTTGTQ 138 

Query 183 VRRKMWLQNMKI KL I VLG I I I AL I L I I I LS VCHGFKC 219 

+RRKMWLQNMKI KLI VL IIIALILII+LSVCHGFKC 
Sbjct 139 MRRKMWLQNMKI KL I VLAI 1 1 AL I L 1 1 VLS VCHGFKC 175 



>ref |XP__001764415.1| E£3 R-SNARE, VAMP72-f amily [Physcomitrella patens subsp. pate 

gb|EDQ70682.l| [§3 R-SNARE, VAMP72 -family [Physcomitrella patens subsp. patens] 
Length=238 

Score = 260 bits (665), Expect = 5e-68, Method: Compositional matrix adjust. 
Identities = 120/220 (54%) , Positives = 173/220 (78%) , Gaps = 0/220 (0%) 

Query 1 MGQQS L I YAF VARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 60 

MG LIY+FVARGT +LAE+ + GNF+ IA QCL+KLPA +K TY D HTFN+ VE 
Sbjct 1 MGDARL I YS F VARGTTVLAEHAI YAGNFS Q I AVQCLLKLPAGTS KQT YVMDRHTFNFF VE 60 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 

+GFT+ WA E++G+ IP AF++RVK+DF Y GG+A A ++SL+ EFG KLKEHM + 
Sbjct 61 NGFTFLWAEEALGRLIPFAFLERVKDDFKHHYQGGRADLAVSHSLDAEFGPKLKEHMDF 120 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

C+ ++PEE+ K+ + + +K+QV+EVKG+MMENI +KVLDR +KI+LLVD+T +L+S A ++++ G 
Sbjct 121 CMENPEEIKKISRIKSQVAEVKGIMMENIDKVLDRSDKIDLLVDRTTHLQSSAAEYQRAG 180 

Query 181 TNVRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKCH 220 

+RR++W Q+ ++KL+VL +1+ + II LS+C GF CH 
Sbjct 181 VRI RRRLWWQHFRLKLLVLLL I VWAF 1 1 YLS I CRGF I CH 220 
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hypothetical protein OsJ_022764 [Oryza sativa (japonica cultivar 



>gb| EAZ39281.il 

Length=273 

Score = 253 bits (646), Expect = 6e-66, Method 
Identities = 136/248 (54%) , Positives = 176/248 (70%) 



Compositional matrix adjust. 
Gaps = 34/248 (13%) 



Query 




Sbjct 




Query 




Sbjct 


83 


Query 


117 


Sbjct 


143 


Query 


153 


Sbjct 


203 


Query 


212 


Sbjct 


263 



LI YAFVARGTVI LAE YTEFTGNFTTI ASQCLMKLPASNN KFTYNCDGHTFN 5 6 

LIYAFVARGT +LAEYTEFTGNF +A+QCL +LPAS +F+Y CDGHTFN 

LIYAFVARGTAVLAEYTEFTGNFPALAAQCLQRLPASGGGGSGGGAPARFSYACDGHTFN 82 

YLVEDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKE 116 
+L+ G+ YCWA ESV + + +AF++R+K+DF KRYGGGKA TA A SLN+E+G +K+ 

FLLHRGYAYCWAKESVPKNVSVAFLERLKDDFMKRYGGGKADTALAKSLNKEYGPVIKQ 14 2 

HMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKV 152 

HMQY +DH EE+ K KV+AQVSEVK +M+ENIEKV 

HMQYVLDHSEEIEKTLKVQAQVSEVKNIMLENIEKVWSTFAVGCPLFFTELILMGFLFKK 2 02 

-LDRGEKIELLVDKTENLRSQAQDFRQQGTNWRKMWLQNMKIKLIVLGIIIALILIIIL 211 

L RGEK+ L DKT +L+SQAQ+F+++G +RRK WLQNMKI KL + VLG I + + L++I+ + 

TLGRGEKLSELQDKTSDLQSQAQEFKKKGVKIRRKTWLQNMKIKLVVLGILLLLVIIVWV 2 62 



SVCHGFKC 
SVC GF C 
SVCQGFDC 



219 
270 



>gb|EAZ25708.l| hypothetical protein OsJ_009191 [Oryza sativa (japonica cultivar 
Length=183 

Score = 252 bits (644), Expect = le-65, Method: Compositional matrix adjust. 
Identities = 123/217 (56%), Positives = 149/217 (68%), Gaps = 40/217 (18%) 

QQS L I YAFVARGTVI LAE YTE FTGNFTT I ASQCLMKLPASNNKFT YNCDGHTFNYLVEDG 6 2 
+ +L+Y+FVARG V+L 

RTTLVYSFVARGAWLGRPRR 26 

FTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCV 122 

YCWA ES G+Q+P+ F++RVKEDF+K+Y GGKA A ANSL RE+G KLKEHM+YC 
-AYCWATESAGRQLPVGFIERVKEDFSKKYSGGKAKNATANSLKREYGPKLKEHMKYCD 85 



Query 


3 


Sbjct 


6 


Query 


63 


Sbjct 


27 


Query 


123 


Sbjct 


86 


Query 


183 


Sbjct 


146 



DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 

HPEE+ KLAKVKAQV+EVKGVMM+NIEKVLDRGEKIELLVDKTE+LRSQAQDFR+ GT 
AHPEEIDKLAKVKAQVTEVKGVMMQNIEKVLDRGEKIELLVDKTEDLRSQAQDFRKAGTK 



182 
145 



VRRKMWLQNMKIKLI VLGI I I ALILI I ILSVCHGFKC 
+RRKMW +NMK+KLIV GI++ALIL+IIL+VC C 
IRRKMWWENMKMKLIVFGI WALILVI I LTVCRDLNC 



219 
182 



>ref |XP_001418265.1| E3 predicted protein [Ostreococcus lucimarinus CCE9901] 

gb|AB096558.1| Q predicted protein [Ostreococcus lucimarinus CCE9901] 
Length=215 

GENE ID: 5002283 OSTLU_32248 | predicted protein 
[Ostreococcus lucimarinus CCE9901] (10 or fewer PubMed links) 

Score = 246 bits (629), Expect = 6e-64, Method: Compositional matrix adjust. 
Identities = 118/214 (55%), Positives = 160/214 (74%), Gaps = 2/214 (0%) 

LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 
LIYAFVAR T +LAE+T ++GNF+TIA Q L KL N +FTY DGHTFNY+VE+GFTY 
LIYAFVARRTTVLAEFTNYSGNFSTIAIQALEKLSDDNTRFTYTADGHTFNYVVENGFTY 62 

CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 12 5 

WA +G+ +P A +DR+K +FT+ + +A A A+SLN+ F +LKEH+++C +P 
LWADSELGRHVPFACLDRIKSEFTRDHAS - EAQDAIAHSLNKSFAPRLKEHLEFCSANP 121 

EEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRR 185 
E VSK++ V+ QVS+VK +MM+NIEKVLDRGEKIELLVDK++ LR +A +F + G +RR 
EAVSKVSAVQQQVSQVKEIMMDNIEKVLDRGEKIELLVDKSDALRFEAANFHKTGRALRR 181 



Query 


6 


Sbjct 


3 


Query 


66 


Sbjct 


63 


Query 


126 


Sbjct 


122 


Query 


186 
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Query 


3 


Sbjct 


2 


Query 


63 


Sbjct 


62 


Query 


123 


Sbjct 


122 


Query 


183 


Sbjct 


182 



Sbjct 182 NLWCQNMKI KVAFGLI I FALLLTLI FTLC-GKKC 214 

>ref |XP_001777794.1| E R-SNARE, VAMP72 - family [Physcomitrella patens subsp. pate 
gb|EDQ57456.l| E R-SNARE, VAMP72 -family [Physcomitrella patens subsp. patens] 
Length=235 

Score = 244 bits (622), Expect = 4e-63, Method: Compositional matrix adjust. 
Identities = 121/218 (55%), Positives = 157/218 (72%), Gaps = 0/218 (0%) 

QQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDG 62 
++ LIY+FV+RGT +LAEY +GN IA+QCL KLP NNK TY CD HTFN+LVEDG 
EEGLIYSFVSRGTTVLAEYASVSGNSNRIAAQCLAKLPGGNNKHTYVCDRHTFNFLVEDG 61 

FTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCV 122 
FT+ VA E +QI AF+DRVK DF RY GG+A A SLN EFG +LKEHM + 
FTFLAVADEDFSRQIAFAFLDRVKNDFQHRYQGGRADLAVTYSLNAEFGPRLKEHMDFVA 121 

DHPEE VS KLAKVKAQVS E VKGVMMEN I E KVLDRGEKI ELLVDKTENLRS QAQDFRQQGTN 182 

+PEE+ K++K+K+QV+EVK +MM NIEK+LDR E+I+LLV KT++L S A F +QG 
ANPEEIKKMSKIKSQVAEVKEIMMVNIEKLLDRNERIDLLVGKTDDLHSNAHVFEKQGNQ 181 

VRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGFKCH 22 0 
+RR+ W + K+KL+VL +11 + II LS+C F CH 
IRRRAWCAHFKLKLLVL VLI I IVAFI I YLS ICRDFICH 219 

>ref |NP_001067392 .1 | DOS Osl2g0639800 [Oryza sativa (japonica cultivar-group)] 

gb|ABA99617.l| E Synaptobrevin family protein, expressed [Oryza sativa (japonic 
cultivar-group) ] 

dbj |BAF30411.l| E Osl2g0639800 [Oryza sativa (japonica cultivar-group)] 
Length=179 

GENE ID: 4352920 Osl2g0639800 | Osl2g0639800 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 236 bits (602) , Expect = 9e-61, Method: Compositional matrix adjust. 
Identities = 133/219 (60%), Positives = 152/219 (69%), Gaps = 40/219 (18%) 

MGQQ S L I YAFVARGTVI LAE YTEFTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVE 60 
M + LIYA VARGTV+LAE+T + GNF IA+QCL KLPA +N+ TY CD HTFN+L+ 
MAESKLIYAMVARGTWLAEHTAYAGNFRDIAAQCLQKLPAGDNRLTYTCDAHTFNFLIH 60 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 12 0 

G+ YCWA ES G+QIP+A +D +KEDF KR +L E M+Y 

QGYAYCWATES SGRQI PLALLDMI KEDFNKR PRLGEQMKY 101 

CVDHPEEVSKIiAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 
C+DHPEEVSKLAKVKAQVSEVKG+MMENI+K A DFRQQG 

CMDH P EE VS KLAKVKAQVS E VKG I MMEN I D K AADFRQQG 14 0 

TNVRRKMWLQNMKI KL I VLG IIIALILII I LS VCHGFKC 219 
T VRRKMW QNMKIKLI VLGI I IALILI I ILSVCHGFKC 
TRVRRKMWYQNMKI KL I VLG IIIALILII I LS VCHGFKC 179 

>ref |XP_001692208.1| [EE R-SNARE protein, VAMP72 -family [Chlamydomonas reinhardt 

gb|EDP04158.l| E R-SNARE protein, VAMP72 -family [Chlamydomonas reinhardtii] 
Length=218 

GENE ID: 5717896 VAMP71 | R-SNARE protein, VAMP72 - family 
[Chlamydomonas reinhardtii] (Over 10 PubMed links) 

Score = 217 bits (552), Expect = 6e-55, Method: Compositional matrix adjust. 
Identities = 107/209 (51%), Positives = 143/209 (68%), Gaps = 1/209 (0%) 

Query 6 LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 

LIY+ V++GTV LAEY F+GNF +A L K + KFT+N DGHTFN+L GFTY 
Sbjct 3 LIYSSVSQGTVTLAEYAAFSGNFGAVAKDYLEKAGKNEGKFTFNVDGHTFNFLNRGGFTY 62 

Query 66 CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 125 



Query 


1 


Sbjct 


1 


Query 


61 


Sbjct 


61 


Query 


121 


Sbjct 


102 


Query 


181 


Sbjct 


141 
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VVA E+ G+ IP AF+D++ +F ++ KAA A LN FG +LK M++ +P 
Sbjct 63 LWADEAYGRAIPSAFLDKMASEFAMKFAD-KAAGAKEGGLNGSFGKQLKSMMEHATQYP 121 

Query 126 EEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRR 185 

EE SK+A V+ +V EVKG+M ENIEKVL RGEK+ELL DKTENL ++A F++ G +RR 
Sbjct 122 EEYSKVASVQKKVDEVKGIMTENIEKVLARGEKLELLTDKTENLMNEADRFQRTGRTLRR 181 

Query 186 KMWLQNMKI KL I VLG I I I AL I L I I I LS VC 214 

KMW QN K+K++V +1 L ++I L VC 
Sbjct 182 KMWWQNCKMKI WALAVILLAWI FLLVC 210 

>gb|EAZ03380.l| hypothetical protein Osl_024612 [Oryza sativa (indica cultivar-g 
Length=322 

Sort alignments for this 
E value Score Percen 
Query start position' 

Score = 201 bits (511), Expect = 3e-50, Method: Compositional matrix adjust. 
Identities = 96/156 (61%), Positives = 121/156 (77%), Gaps = 9/156 (5%) 

Query 6 L I YAF VARGTVI LAE YTEFTGNFTT IAS QCLMKL PASNN KFTYNCDGHTFN 56 

LIYAFVARGT +LAEYTEFTGNF +A+QCL +LPAS +F+Y CDGHTFN 

Sbjct 2 3 LIYAFVARGTAVLAEYTEFTGNFPALAAQCLQRLPASGGGGSGGGAPARFSYACDGHTFN 82 

Query 57 YLVEDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKE 116 

+L+ G+ YCWA ESV + + +AF++R+K+DF KRYGGGKA TA A SLN+E+G +K+ 
Sbjct 83 FLLHRGYAYCWAKESVPKNVSVAFLERLKDDFMKRYGGGKADTALAKSLNKEYGPVIKQ 142 

Query 117 HMQYCVDHPEE VS KLAKVKAQVSE VKGVMMEN I EKV 152 

HMQY +DH EE+ K KV+AQVSEVK +M+ENIEKV 
Sbjct 143 HMQYVLDHSEEIEKTLKVQAQVSEVKNIMLENIEKV 178 

Score = 70.9 bits (172), Expect = 5e-ll, Method: Compositional matrix adjust. 
Identities = 40/69 (57%), Positives = 56/69 (81%), Gaps = 0/69 (0%) 

Query 151 KVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGIIIALILIII 210 

+ L RGEK+ L DKT +L+SQAQ+F+++G +RRK WLQNMKIKL+VLGI++ L+ + I + 
Sbjct 251 QTLGRGEKLSELQDKTSDLQSQAQEFKKKGVKIRRKTWLQNMKIKLVVLGILLLLVIIVW 310 

Query 211 LSVCHGFKC 219 

+SVC GF C 
Sbjct 311 VSVCQGFDC 319 

>ref |XP_001692312.1| EE R-SNARE protein, VAMP72 - family [Chlamydomonas reinhardt 

gb|EDP04262.l| E§3 R-SNARE protein, VAMP72 - family [Chlamydomonas reinhardtii] 
Length=219 

GENE ID: 5717794 VAMP74 | R-SNARE protein, VAMP72 - family 
[Chlamydomonas reinhardtii] (Over 10 PubMed links) 

Score = 186 bits (472), Expect = 9e-46, Method: Compositional matrix adjust. 
Identities = 93/209 (44%), Positives = 129/209 (61%), Gaps = 0/209 (0%) 

L I YAF VARGTVI LAE YTEFTGNFTT I AS QCLMKL PASNNKFT YNCDGHTFNYLVEDGFT Y 6 5 
L+Y V +G+V LAEY F GNF +A L K . K Y DGH+ N+L GFTY 

LVYVSVCQGSVALAEYAGFQGNFAWARDYLDKATKLEGKSRYEVDGHSLNFLNRGGFTY 62 

CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 125 

V+A G +P AF+D+V+ +F +YG G AAA SLN FG +LK+ + HP 
LVIASVDSGVALPSAFLDKVEAEFRAKYGAGLQLGAAAGSLNATFGKQLKQLTENATQHP 122 

EEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRR 185 
EE SK+A V+ +V E K VM++NI+ VL RGEK+E + +KTE+L ++A FR V+R 
EEFSKVAAVQKKVDEAKAVMVDNIDAVLKRGEKLEQIQEKTEDLMAEADRFRDGAVRVKR 182 

KMWLQNMKI KLIVLGI I IALILI I ILSVC 214 
K+W QN K+K++V +1 L ++I L VC 
KLWWQNCKMKI WALAVILLAWI FLLVC 211 



Query 


6 


Sbjct 


3 


Query 


66 


Sbjct 


63 


Query 


126 


Sbjct 


123 


Query 


186 


Sbjct 


183 
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SYNAPTOBREVIN-RELATED PROTEIN 1 (IC) [Ostreococcus tauri] 



>emb|CAL53602.1| 

Length=185 

Score = 182 bits (462), Expect = le-44. Method: Compositional matrix adjust. 
Identities = 94/184 (51%) , Positives = 138/184 (75%) , Gaps = 2/184 (1%) 

LMKLPASNNKFTYNCDGHTFNYLVEDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGG 95 
L K+ N +FTY DGHTFNY+VE+GFTY WA S G+ +P A +DR+K +F + + 
LEKISEDNTRFTYTADGHTFNYWENGFTYLWADSSQGRHVPFACLDRIKAEFARDHAS 61 

GKAATAAANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDR 155 

+A A A+SLN+ F +LKEH+++C +PE VSK+++V+ QVS+VK +MM+NIEKVLDR 
- EAQDAI AHSLNKS FAPRLKEHLEFCSANPEAVS KVSQVQQQVSQVKE IMMDNI EKVLDR 120 

GEKIELLVDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGIIIALILIIILSVCH 215 
GEKIE+LVDK++ LR OA +F + G +RR+MW +NMK+K++V I++A++ +1 ++C 
GEKIEILVDKSDALRFQADNFHKTGRQLRRRMWCENMKMKVLVGVIVLAILFTLIFTLC- 179 



Query 




Sbjct 


2 


Query 


96 


Sbjct 


62 


Query 


156 


Sbjct 


121 


Query 


216 


Sbjct 


180 



GFKC 
G KC 
GKKC 



219 

183 



>ref |XP_001692324.1| EE R- SNARE protein, VAMP72 - family [Chlamydomonas reinhardt 

gb|EDP04274.l| E£3 R - SNARE protein, VAMP72 -family [Chlamydomonas reinhardtii] 
Length=220 

GENE ID: 5717908 VAMP73 | R-SNARE protein, VAMP72-f amily 
[Chlamydomonas reinhardtix] (Over 10 PubMed links) 

Score = 182 bits (462), Expect = le-44, Method: Compositional matrix adjust. 
Identities = 91/200 (45%), Positives = 125/200 (62%), Gaps = 2/200 (1%) 



Query 


16 


VILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTYCWAVESVGQ 


75 




V LAEY F GNF +A + L + K +Y DGHTF L GF + V A E+ G+ 




Sbjct 


14 


VTLAEYAAFAGNFGAVAKEYIiAR - TTGEGKLS YAVDGHTFTVLCRGGFVFLVAADEATGK 


72 


Query 


76 


QI P I AFMDRVKEDFTKRYGGGKAATAAA - NSLNREFGS KLKEHMQYC VDHPEEVSKLAKV 


134 




IP AF+D+V + + FT +Y A A L FG +LK M++ +PEE SK+A V 




Sbjct 


73 


TIPSAFVDKVADEFTSKYADKAAGLAGKEGGLQSSFGKQLKSTMEHATQYPEEYSKVASV 


132 


Query 


135 


KAQVS E VKGVMMEN I EKVLDRGEKI ELLVDKTENLRS QAQDFRQQGTNVRRKMWLQNMKI 


194 




+ +V EVKG+M ENI+KVL RGEK+ELL DKTENL ++ F + G +RR+MW+QN K+ 




Sbjct 


133 


QKKVDEVKGIMTENIDKYLARGEKLELLTDKTENLMFESDRFVRTGRALRRRMWMQNCKM 


192 


Query 


195 


KLIVLGIIIALILIIILSVC 214 






K++V +1 L ++I L VC 




Sbjct 


193 


KIWALAVILLAWIFLLVC 212 





>ref |NP_196676.1| DDE] ATVAMP713 (Arabidopsis thaliana vesicle-associated membran 
713) 

sp|Q9LFPl |VA713_ARATH Vesicle-associated membrane protein 713 (AtVAMP713) 
emb | CAB96650 . 1 | Q putative protein [Arabidopsis thaliana] 
gb|AAM14024.l| unknown protein [Arabidopsis thaliana] 
gb|AAM67467.l| E3 unknown protein [Arabidopsis thaliana] 
Length=221 

GENE ID: 830984 ATVAMP713 | ATVAMP713 (Arabidopsis thaliana vesicle-associated 
membrane protein 713) [Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 167 bits (424), Expect = 4e-40, Method: Compositional matrix adjust. 
Identities = 86/215 (40%) , Positives = 141/215 (65%) , Gaps = 6/215 (2%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPA- - SNNKFTYNCDGHTFNYLVEDG 62 

++I+A VARGTV+L+E++ + N ++I+ Q L KLP S++ +Y+ D + F+ DG 
Sbjct 2 AIIFALVARGTWLSEFSATSTNASSISKQILEKLPGNDSDSHMSYSQDRYIFHVKRTDG 61 

Query 63 FTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCV 122 

T +A E+ G+ IP AF+D + + F K YG +A A S+N EF L + M++ 

Sbjct 62 LTVLCMADETAGRNIPFAFLDDIHQRFVKTYGRA-IHSAQAYSMNDEFSRVLSQQMEFYS 120 
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Query 123 DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

+ P +++++K ++S+V+ VM+ENI+KVLDRGE++ELLVDKTEN++ FR+Q 
Sbjct 121. NDPN-ADRMSRIKGEMSQVRNVMIENIDKVLDRGERLELLVDKTENMQGNTFRFRKQARR 179 

Query 183 VRRKMWLQNMKI KL I VLG I I I AL ILIIILS- VCHG 216 

R MW +N+K+ I L +++AL++ I ++ VCHG 
Sbjct 180 YRTIMWWRNVKLT- IALILVLALVVYIAMAFVCHG 213 



>ref |NP_197628.l| EDO] ATVAMP714 (Vesicle-associated membrane protein 714) [Arabi 
thaliana] 

sp | Q9FMR5 | VA714ARATH E3 Vesicle-associated membrane protein 714 (AtVAMP714) 

dbj |BAB08335.1| E£] synaptobrevin-like protein [Arabidopsis thaliana] 
Length=221 

GENE ID: 832297 ATVAMP714 | ATVAMP714 (Vesicle-associated membrane protein 714) 
[Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 161 bits (408), Expect = 2e-38, Method: Compositional matrix adjust. 
Identities = 79/214 (36%) , Positives = 137/214 (64%) , Gaps = 4/214 (1%) 

Query 5 SLIYAFVARGWILAEYTEFTGNFTTIASQCLMKLPA- -SNNKFTYNCDGHTFNYLVEDG 62 

+++YA VARGTV+LAE++ TGN + + L KL S+ + ++ D + F+ L DG 
Sbjct 2 AI WAVVARGTVVLAEFSAVTGNTGAVVRRILEKLSPE I SDERLCFSQDRY I FH I LRSDG 61 

Query 63 FTYC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNREFGS KL KEHMQYCV 122 

T+ +A ++ G+++P ++++ + F K YG AAA ++N EF L + M+ + 
Sbjct 62 LTFLCMANDTFGRRVPFSYLEEIHMRFMKNYGK- VAHNAPAYAMNDEFSRVLHQQMEFFS 120 

Query 123 DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

+P V L +V+ +VSE++ VM+ENIEK+++RG++IELLVDKT ++ + FR+Q 
Sbjct 121 SNPS-VDTLNRVRGEVSEIRSVMVENIEKIMERGDRIELLVDKTATMQDSSFHFRKQSKR 179 

Query 183 VRRKMWLQNMKI KL I VLGI I I AL IL I I I L S VCHG 216 

+RR +W++N K+ +++ +1+ L+ III S C G 
Sbjct 180 LRRALWMKNAKLLVLLTCLI VFLLYI I IASFCGG 213 



>gb|ABM30199.2 | synaptobrevin-like protein [Brassica juncea] 
Length=221 

Score = 161 bits (408), Expect = 3e-38, Method: Compositional matrix adjust. 
Identities = 79/214 (36%), Positives = 138/214 (64%), Gaps = 4/214 (1%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPA- -SNNKFTYNCDGHTFNYLVEDG 62 

++IYA VARGTV+LAE++ TGN + + L KL ++ + ++ D + F+ L DG 
Sbjct 2 AIIYAWARGTWLAEFSAVTGNTDAWRRILEKLSPETADERLCFSQDRYIFHILRSDG 61 

Query 63 FTYCVVAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKL KEHMQYCV 122 

T+ +A ++ G++IP ++++ ++ F K YG AAA ++N EF L + M++ 
Sbjct 62 LTFLCMANDTFGRRIPFSYLEEIQMRFMKNYGK-VAHQAPAYAMNDEFSRVLHQQMEFFS 12 0 

Query 123 DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

+P V L +V+ +VSE++ VM++NIEK+++RG++IELLVDKT ++ A FR+Q 
Sbjct 121 SNPS-VDTLNRVRGEVSEIRSVMVDNIEKIMERGDRIELLVDKTATMQDSAFHFRKQSKR 179 

Query 183 VRRKMWLQNMKIKLI VLGI I IALILI I ILSVCHG 216 

+RR +W++N K+ +++ +1+ ++ III S C G 
Sbjct 180 LRRALWMKNAKLLVMLTCVIVLVLYI I IASFCGG 213 



>pir| |B71423 hypothetical protein - Arabidopsis thaliana 

embCAB10356.ll SYBL1 like protein [Arabidopsis thaliana] 

emb CAB7 8620.1 SYBL1 like protein [Arabidopsis thaliana] 
Length=159 

Score = 160 bits (405) , Expect = 5e-38, Method: Compositional matrix adjust. 
Identities = 82/146 (56%), Positives = 98/146 (67%), Gaps = 35/146 (23%) 

Query 1 MGQQSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLP-ASNNKFTYNCDGHTFNYLV 59 

MGQ+S IY+FVARGT+ILAEYTEFTGNF +IA+QCL KLP +SN+KFTYNCD HTFN+LV 
Sbjct 1 MGQESFIYSFVARGTMILAEYTEFTGNFPSIAAQCLQKLPSSSNSKFTYNCDHHTFNFLV 60 
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Query 60 EDG FTYCWAVESVGQQIPIAFMDRV 85 

ED + YCWA +S+ +QI IAF++RV 

Sbjct 61 EDAYGWSLSLSSSLETNNLYLLWFGDETTHMCFKIICYAYCVVAKDSLSKQISIAFLERV 120 

Query 86 KEDFTKRYGGGKAATAAANSLNREFG 111 

K DF KRYGGGKA+TA A SLN+EFG 
Sbjct 121 KAD F KKR YGGG KAS TA I AKS LNKE FG 146 

>ref jNP_194942.ll EEZ3 VAMP7C (VESICLE -ASSOCIATED MEMBRANE PROTEIN 7C) [Arabidops 
thaliana] 

sp|049377 |VA711_ARATH 13 Vesicle-associated membrane protein 711 (AtVAMP711) (v- 
synaptobrevin 7C) (AtVAMP7C) 
gb|AAL27509.l|AF439840_l B AT4g32150/F10N7_40 [Arabidopsis thaliana] 
6 more sequence titles 

emb|CAA16574.l| 13 synaptobrevin-like protein [Arabidopsis thaliana] 

gb|AAD01748.l| 13 vesicle-associated membrane protein 7C; synaptobrevin 7C [Arab 
thaliana] 

emb|CAB79933.l| 13 synaptobrevin-like protein [Arabidopsis thaliana] 
gb|AAM65673.l| E3 synaptobrevin-like protein [Arabidopsis thaliana] 
gb|AAM78063.l| E3 AT4g32150/F10N7_40 [Arabidopsis thaliana] 

dbj |BAE98551.1 | E3 vesicle-associated membrane protein 7C [Arabidopsis thaliana] 
Length=219 

GENE ID: 82 9347 VAMP7C | VAMP7C (VESICLE -ASSOCIATED MEMBRANE PROTEIN 7C) 
[Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 156 bits (394), Expect = le-36. Method: Compositional matrix adjust. 
Identities = 80/213 (37%), Positives = 137/213 (64%), Gaps = 3/213 (1%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNK-FTYNCDGHTFNYLVEDGF 63 
+++YA VARGTV+L+E+T + N +TIA Q L K+P N+ +Y+ D + F+ - DG 
AILYALVARGTWLSEFTATSTNASTIAKQILEKVPGDNDSNVSYSQDRYVFHVKRTDGL 6 1 

TYC WAVE S VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNREFGS KLKEHMQYCVD 123 
T +A E+ G++IP AF++ + + F + YG TA A ++N EF L + + Y + 

TVLCMAEETAGRRIPFAFLEDIHQRFVRTYGRA-VHTALAYAMNEEFSRVLSQQIDYYSN 120 

HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

P ++ ++K ++++V+GVM+ENI+KVLDRGE++ELLVDKT N++ FR+Q 
DPN-ADRINRIKGEMNQVRGVMIENIDKVLDRGERLELLVDKTANMQGNTFRFRKQARRF 179 

RRKMWLQNMKIKLIVLGIIIALILIIILSVCHG 216 
R +W +N K+ ++++ +++ +11+ +CHG 
RSNVWWRNCKLTVLL I LLLL VI I YI AVAFLCHG 212 
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>emb|CA044255.l| unnamed protein product [Vitis vinifera] 
Length=22 0 

Score = 156 bits (394), Expect = le-36, Method: Compositional matrix adjust. 
Identities = 73/214 (34%) , Positives = 135/214 (63%) , Gaps = 3/214 (1%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNK-FTYNCDGHTFNYLVEDGF 63 

+++YA VARG+++LAE++ + N + IA Q L K+P N+ +Y+ D + F+ DG 
Sbjct 2 TILYALVARGSLVLAEFSGTSTNASAIARQILEKIPGDNDSNVSYSQDRYIFHVKRTDGL 61 

■ Query 64 TYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVD 123 
T +A ++ G++IP AF++ + + F + YG +A A ++N +F L + M+Y + 

Sbjct 62 TVLCMADDTAGRRIPFAFLEDIHQRFVRTYGRA-VHSAQAYAMNDDFSRVLSQQMEYYSN 12 0 

Query 124 HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

P ++ ++K ++ +V+ VM+ENI+KVLDRG+++ELLVDKT N++ FR+Q 
Sbjct 121 DPN-ADRINRLKGEMGQVRNVMIENIDKVLDRGDRLELLVDKTANMQGNTFRFRKQARRF 179 

Query 184 RRKMWLQNMKIKLIVLGIIIALILIIILSVCHGF 217 
R +W +N+K+ + ++ I++ ++ +1+ CHG 
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Sbjct 180 RSTVWWRNVKLTVALII ILLVIVYVILAFACHGL 213 

>ref |XP_001762112.l| DOB R-SNARE, VAMP71-f amily [Physcomitrella patens subsp. pa 

gb|EDQ73216.l| B R-SNARE, VAMP71-f amily [Physcomitrella patens subsp. patens] 
Length=22 0 

Score = 156 bits (394), Expect = le-36, Method: Compositional matrix adjust. 
Identities = 77/191 (40%) , Positives = 128/191 (67%) , Gaps = 3/191 (1%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLP-ASNNKFTYNCDGHTFNYLVEDGF 63 
+++YA VARGTV+LAE++ +GN +TIA + L KLP +++ +Y+ D H F+ L DG 
AILYALVARGTWLAEFSAASGNASTIARRILEKLPPGGDSRVSYSQDRHIFHILKADGL 61 

TYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVD 123 
T+ +A +S G++1P A+++ + F K YG A+TA A ++N EF L + M+Y 
TFLCMATDSFGRRIPFAYLEDIHMRFMKNYGK- VASTALAYTMNDEFSRVLHQQMEYFST 12 0 

HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 
+ ++ + +VK ++ EV+ VM+ENI+KVL+RG++IELLVDKT ++ F++Q + 

N-KQADSINRVKGEIVEVRAVMVENIDKVLERGDRIELLVDKTATIQDNTFRFKKQSRRL 17 9 

RRKMWLQNMKI 194 
R+ MW++N K+ 
RQAMW I KNAKL 190 

>ref |NP_001064184.l| ESB Osl0g0154000 [Oryza sativa (japonica cultivar-group)] 

gb| ABB46773 .2 | B Synaptobrevin family protein, expressed [Oryza sativa (japonic 
cultivar-group) ] 

dbj |BAF26098.l| B Osl0g0154000 [Oryza sativa (japonica cultivar-group)] 
Length=226 

Osl0g0154000 [Oryza sativa Japonica Group] 

Score = 156 bits (394), Expect = le-36, Method: Compositional matrix adjust. 
Identities = 79/221 (35%) , Positives = 134/221 (60%) , Gaps = 9/221 (4%) 

SL I YAFVARGTVI LAE YTE FTGNFTT I AS QCLMKLPA - SNNKFTYNCDGHTFNYL 58 

+++YA VARGTV+LAE++ +GN +A + L KLP + ++ + D + F+ L 
AIVYAWARGTVVLAEFSAVSGNAGAVARRILEKLPPDAESRLCFAQDRYIFHVLRSPPP 61 

- VEDGFTYCWAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGSKLKEH 117 

DG T+ +A ++ G++IP +++ ++ F K YG AAA ++N EF L + 
AAADGLTFLCMANDTFGRRIPFLYLEDIQMRFIKNYGR- IAHNALAYAMNDEFSRVLHQQ 12 0 

MQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR 177 
M+Y +P L +++ +VSE+ VM++NIEK+LDRGE+I LLVDKT ++ A FR 

MEYFSSNPS-ADTLNRLRGEVSEIHTVMVDNIEKILDRGERISLLVDKTSTMQDSAFHFR 179 

QQGTNVRRKMWLQNMKI KL I VLG I I I AL I L I I I LS VCHGFK 218 
+Q +RR +W++N K+ ++ +1+ L+ +11 + C G 
KQSRRLRRALWMKNAKLLAVLTAVIVLLLYLI I AAFCGGLS 22 0 

>ref |XP_001778044.l| CE3B R-SNARE, VAMP71-f amily [Physcomitrella patens subsp. pa 

gb|EDQ57153.l| B R-SNARE, VAMP71-f amily [Physcomitrella patens subsp. patens] 
Length=220 

Score = 155 bits (392), Expect = 2e-36, Method: Compositional matrix adjust. 
Identities = 75/191 (39%) , Positives = 128/191 (67%) , Gaps = 3/191 (1%) 

Query 5 SL I YAFVARGTVI LAEYTE FTGNFTT IAS QCLMKLP - ASNNKFTYNCDGHTFNYLVEDGF 63 

+++YA VARGTV+ LAE + + +GN +TIA + L K+P +++ +Y+ D H F+ + DG 
Sbjct 2 TILYALVARGTVLLAEFSAASGNGSTIARRILEKIPPGGDSRVSYSQDRHIFHIMKADGL 61 

Query 64 TYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVD 123 

T+ +A +S G++IP ++++ + F K YG A+TA A ++N EF L + M+Y 
Sbjct 62 TFLCMASDSFGRRIPFSYLEDIHMRFMKNYGK-VASTALAYAMNDEFSRVLHQQMEYFSR 12 0 
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Query 124 HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

+P + +VK +++EV+ VM+ENI+KVL+RG++IELLVDKT ++ F++Q + 

Sbjct 121 NPN - ADT INRVKGE I AEVRAVMVENIDKVLERGDRI ELLVDKTST IQDNTFRFKKQSRRL 179 

Query 184 RRKMWLQNMKI 194 

R+ MW++N K+ 
Sbjct 180 RQAMWMKNAKL 190 



>ref |XP_001631076.l| Q predicted protein [Nematostella vectensis] 

gb | EDO39013 .1 | E] predicted protein [Nematostella vectensis] 
Length=223 

GENE ID: 5510622 NEMVEDRAFT_vlg2 0 9 6 7 2 | predicted protein 
[Nematostella vectensis] (10 or fewer PubMed links) 

Score = 155 bits (391), Expect = 2e-36, Method: Compositional matrix adjust. 
Identities = 72/212 (33%) , Positives = 125/212 (58%) , Gaps = 1/212 (0%) 

Query 6 LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 

++Y+ V+RGT +LA++ GNF + Q L ++P N+K TY + F+Y+ ED Y 
Sbjct 3 ILYSWSRGTTVLAKFAACAGNFAEVTEQILSRIPPDNSKLTYTQGSYLFHYISEDRIIY 62 

Query 66 CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 125 

+ ++ + ++ +K F Y G +A TA ++N EF L M++ D 

Sbjct 63 LCITDDAFERSQAFLYLTEIKRRFQAAYHG-RAQTALPFAMNSEFSRVLSAEMKHYSDSR 121 

Query 126 EEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRR 185 

EE S +AKV+ ++ E++G+M++NI+ + RGE++ELL+DK E+L S + F++ + R 

Sbjct 122 EEGSSIAKVQVELDEIRGIMVKNIDSIASRGERLELLIDKAEDLNSSSLTFKKTSRGLAR 181 

Query 186 KMWLQNMKIKLIVLGIIIALILIIILSVCHGF 217 

MW +N+KI LI++ I I +1 1+ + C+G 
Sbjct 182 AMWWKNVKITLILIAISIWIYFIVSAACNGL 213 



>ref |XP_001769494.1| COS R-SNARE, VAMP71-f amily [ Physcomitrella patens subsp. pa 

gb|EDQ65655.l| E R-SNARE, VAMP71 -family [Physcomitrella patens subsp. patens] 
Length=220 

Score = 154 bits (389), Expect = 5e-36, Method: Compositional matrix adjust. 
Identities = 73/191 (38%), Positives = 128/191 (67%), Gaps = 3/191 (1%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLP-ASNNKFTYNCDGHTFNYLVEDGF 63 

+++YA VARGTV+ LAE + + +GN +TIA + L K+P + + + +Y+ D H F+ + DG 
Sbjct 2 TILYALVARGTWLAEFSAASGNSSTIARRILEKIPPGGDSRVSYSQDRHIFHIMKADGL 61 

Query 64 TYC WAVE S VGQQI P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQYC VD 123 

T+ +A ++ G++IP ++++ + F K YG A+TA A ++N EF L + M+Y 
Sbjct 62 TFLCMASDTFGRRIPFSYLEDIHMRFMKSYGK-VASTALAYAMNDEFSRVLHQQMEYFSS 120 

Query 124 HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

+P + +VK +++EV+ VM+ENI+KVL+RG+ + IELLVDKT • ++ F++Q + 

Sbjct 121 NPN-ADTINRVKGEIAEVRAVMVENIDKVLERGDRIELLVDKTSTIQDNTFRFKKQSRQL 179 

Query 184 RRKMWLQNMKI 194 

++ MW++N K+ 
Sbjct 180 KQAMWMKNAKL 190 



>gb|ABK93000.l| unknown [Populus trichocarpa] 
Length=22 0 

Score = 150 bits (380), Expect = 4e-35, Method: Compositional matrix adjust. 
Identities = 77/214 (35%), Positives = 137/214 (64%), Gaps = 3/214 (1%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNK-FTYNCDGHTFNYLVEDGF 63 

+++YA VARG+V+LAE+T N + IA Q L K+P +++ +Y+ D + F+ DG 
Sbjct 2 AILYALVARGSWLAEFTSTATNASAIARQILDKIPGNDDSNVSYSQDRYIFHVKRTDGL 61 

Query 64 TYC WAVE SVGQQ I P I AFMDRVKED FTKRYGGGKAATAAANS LNRE FGS KLKEHMQYCVD 123 

T +A E+ G++IP AF++ + + F + YG TA A ++N EF L + M+Y + 

Sbjct 62 TVLCMADETAGRRIPFAFLEDIHQRFVRTYGRA-VITAQAYAMNDEFSRVLSQQMEYYTN 12 0 
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Query 124 HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

P ++ ++K ++S+V+ VM+ENI+KVL+RG+++ELLVDKT N++ FR+Q 
Sbjct 121 DPN-ADRINRLKGEMSQVRNVMIENIDKVLERGDRLELLVDKTANMQGNTFRFRKQARRF 17 9 

Query 184 RRKMWLQNMKIKLI VLGI I IALILI I ILSVCHGF 217 

R +W +N+K+ + ++ +++ VCHG 
Sbjct 180 RSTVWWRNVKLTVALILLLLVI I YWLAFVCHGL 213 

>re£|XP_001698008.l| DOB R - SNARE protein, VAMP71- family [Chlamydomonas reinhardt 

gb|ED099593.l| B R - SNARE protein, VAMP71 -family [Chlamydomonas reinhardtii] 
Length=218 

GENE ID: 5723646 VAMP75 I R-SNARE protein, VAMP71-f amily 
[Chlamydomonas reinhardtii] (10 or fewer PubMed links) 

Score = 150 bits (379), Expect = 6e-35, Method: Compositional matrix adjust. 
Identities = 85/214 (39%) , Positives = 124/214 (57%) , Gaps = 5/214 (2%) 

QSLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGF 63 
Q. ++ + + VARG V+LAE TGN IA + L KLP + + +Y + F+ +V DG 
QKILFSLVARGQWLAE-NRVTGNVNVIAVRILEKLPHEDTRVSYTQERFMFHVMVSDGI 63 

TYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVD 123 
TY VA E G++IP AF+D V+F YG AAA NEF L E +D 
TYMAVAEEGFGRRIPFAFLDDVRGRFVAMYGVA-AKEAVAYEYNTEFSRVLAERAAHFSD 122 

HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

+ + +VK ++ EVK +M+ENIEKVL+RGE+++LLVDKTE L+ + FR++ + 
PSADA- - INRVKGELQEVKHIMIENIEKVLERGERLDLLVDKTEGLQQVSLAFRREARRL 18 0 

RRKMWLQNMKIKL I VLGI I IALILI I ILSVCHGF 217 
+ MW +N K+ ++V LI 1+ VC GF 

KHTMWWKNAKL WVLVCAATALL I YF I LGMVC - GF 213 

>ref |XP_001745842.l| B predicted protein [Monosiga brevicollis MXl] 

gb|EDQ89266.l| predicted protein [Monosiga brevicollis MXl] 
Length=2 3 6 

Score = 149 bits (376), Expect = le-34, Method: Compositional matrix adjust. 
Identities = 77/195 (39%), Positives = 119/195 (61%), Gaps = 4/195 (2%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 
+LIYA VAR ILAE+TE +GNFTT+ L K+P S+ + TY D + F+Y+ EDG 

ALI YALVARDNT I LAEFTENSGNFTTVTQS I LDKI PNSDQRRTYVYDRYLFHYVREDGI V 6 2 

YC WAVE SVGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANSLNRE FGS KLKEHMQYCVDH 124 
Y +A ES G++ P AF+ ++ +DF K++ A A LNREF LK M 

YLCLADESFGRRAPFAFLAQIMKDFKPYKSASKSSIAYA- -LNREFAPVLKRQMAAFNKG 12 0 

PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

++ L + + +'+ VK VM+ENIEKVL RGE+I + + +V+K E+L +++ F+ + + 

SDDA- -LDRARGEIEGVKHVMVENIEKVLQRGEQIDIMVEKAEDLSHESKRFQTSARKLK 178 

RKMWLQNMKIKLIVL 199 

+MW +N K L++ 
NRMWWENQKFCLLLF 193 

>ref |XP_001879548.1| B VAMP/ synaptobrevin- like protein [Laccaria bicolor S238N-H 

gb|EDR10163.l| B VAMP/synaptobrevin-like protein [Laccaria bicolor S238N-H82] 
Length=224 

Score = 148 bits (373), Expect = 3e-34, Method: Compositional matrix adjust. 
Identities = 79/211 (37%), Positives = 132/211 (62%), Gaps = 8/211 (3%) 

Query 5 S L I YAFVARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 

SLI+A VA+GT +LAE+ +F+ L K+P +N+K TY + + F+Y+ EDG+T 

Sbjct 2 SLIHALVAKGTTVLAEHKAGGRDFSQATQTILSKIPPNNSKLTYAWEQYQFHYISEDGYT 61 



Query 


5 


Sbjct 


3 


Query 


65 


Sbjct 


63 


Query 


125 


Sbjct 


121 


Query 


185 


Sbjct 


179 



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 



5/14/2008 



NCBI Blast:Protein sequence(220 letters) 



Page 39 of 48 



Query 65 YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATA AANSLNREFGSKLKEHMQ-Y 120 

Y V+A +SVG++ AF+ ++ FT + + + A SL FG + +Q Y 

Sbjct 62 YLVMADDS VGRRTS FAFLADLQRKFTAAPS S S S S S SQDE I PAYS LQGS FGPT I S ALLQTY 121 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

P + +LA+ + ++++VK +M++N+E++L RGE+IELLVDKT+ + QA FR+ 
Sbjct 122 NTAPPSD - - ELARAQNELNQVKDIMVQNVEQILSRGERIELLVDKTDVMAGQATAFRRGA 179 

Query 181 TNVRRKMWLQNMKIKLI VLGI I I ALILI I IL 211 

+VRR+MW +N K+I L +++AL L+ +L 
Sbjct 180 RSVRRQMWWKNS - -KMIALSVWALFLLWLL 2 08 



>gb|EAY77730.l| hypothetical protein Osl 031689 [Oryza sativa (indica cultivar-g 
Length=22 3 ~ 

Score = 146 bits (369), Expect = 9e-34, Method: Compositional matrix adjust. 
Identities = 77/221 (34%) , Positives = 131/221 (59%) , Gaps = 12/221 (5%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPA-SNNKFTYNCDGHTFNYL 58 

+++YA VARGTV+ LAE + + +GN +A + L KLP + ++ + D + F+ L 
Sbjct 2 A I VY AWARGT WLAE F S AVS GNAG AVARR I LEKL P PD AE S RL C F AQDR Y I FHVLRS P P P 61 

Query 59 - VEDGFTYC WAVES VGQQ I P I AFMDR VKEDFTKRYGGGKAATAAANS LNRE FGS KLKEH 117 

DG T+ +A ++ G++IP +++ ++ F K YG AAA ++N EF L + 
Sbjct 62 TAADGLTFLCMANDTFGRR I PFLYLED I QMRF I KNYGR - I AHNALAYAMNDE FSRVXiHQQ 120 

Query 118 MQYCVX1HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR 177 

M+Y +P L +++ E+ VM++NIEK+LDRGE+I LLVDKT ++ A FR 
Sbjct 121 MEYFSSNPS -ADTLNRLRG EIHTVMVDNIEKILDRGERISLLVDKTSTMQDSAFHFR 176 

Query 178 QQGTNVRRKMWLQNMKIKLIVLGI I IALILI I ILSVCHGFK 218 

+Q +RR +W++N K+ ++ +1+ L+ +11 + C G 
Sbjct 177 KQSRRLRRALWMKNAKLLAVLTAVIVLLLYLIIAAFCGGLS 217 



>gb AAM14694 .1 I AC097446_23 Putative synaptobrevin-like protein [Oryza sativa (ja 
gb|EAZ15333.l[ hypothetical protein OsJ 029542 [Oryza sativa (japonica cultivar 
Length=223 

Score = 146 bits (369), Expect = 9e-34, Method :. Compositional matrix adjust. 
Identities = 77/221 (34%) , Positives = 131/221 (59%) , Gaps = 12/221 (5%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPA-SNNKFTYNCDGHTFNYL 58 

+++YA VARGTV+LAE++ +GN +A + L KLP + ++ + D + F+ L 
Sbjct 2 AIWAWARGTWLAEFSAVSGNAGAVARRILEKLPPDAESRLCFAQDRYIFHVLRSPPP 61 

Query 59 -VEDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEH 117 

DG T+ +A ++ G++IP +++ ++ F K YG AAA ++N EF L + 
Sbjct 62 AAADGLTFLCMANDTFGRRI PFLYLEDI QMRFI KNYGR - I AHNALAYAMNDEFSRVLHQQ 120 

Query 118 MQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFR 177 

M+Y +P L +++ E+ VM++NIEK+LDRGE+I LLVDKT ++ A FR 
Sbjct 121 MEYFSSNPS -ADTLNRLRG E I HTVMVDN I EKI LDRGERI S LLVDKTSTMQD S AFHFR 176 

Query 178 QQGTNVRRKMWLQNMKI KLI VLGI I I AL I L I I ILSVCHGFK 218 

+Q +RR +W++N K+ ++ +1+ L+ +11 + C G 
Sbjct 177 KQSRRLRRALWMKNAKLLAVLTAVI VLLLYLI IAAFCGGLS 217 



>ref |XP_642704.l| E5E3 synaptobrevin domain-containing protein [Dictyostelium dis 
AX4] 

sp I Q86AQ7 . 1 | VAM7B DICDI Vesicle-associated membrane protein 7B 

gb|AA051196.l| similar to Arabidopsis thaliana (Mouse-ear cress) . Synaptobrevin 
protein [Dictyostelium discoideum] 

gb|EAL68772.l| EE] synaptobrevin domain-containing protein [Dictyostelium discoid 
AX4] 

Length=260 

GENE ID: 3393839 vamp7B | longin domain-containing protein 
[Dictyostelium discoideum AX4] (10 or fewer PubMed links) 

Score = 146 bits (368), Expect = le-33, Method: Compositional matrix adjust. 
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Identities = 79/214 (36%), Positives = 132/214 (61%), Gaps = 3/214 (1%) 

Query 6 LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 

+IY+ VARG+ +LAE+T GNF TI + L +P ++ K +Y + + F+YLV D TY 
Sbjct 3 IIYSLVARGSSVLAEFTSTNGNFVTITRRILDLIPPNDTKMSYVYEKYIFHYLVSDTLTY 62 

Query 66 CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 125 

+A E G++IP F+D VK F Y G K TA A +N +F L+ M + + 
Sbjct 63 LCMADEEFGRRI PFTFLDDVKNRFKSMY - GDKGKTAI AYGMNSDFSRTLENLMDH - YSNT 120 

Query 126 EEVSKLAKVKAQVSEVKGVMMENI -EKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

V +++ A++ EVK +++ +1 ++L RGEKIE+LV++T+ L Q+ F++Q ++ 
Sbjct 121 TRVDTMSRTMAEIDEVKNILVSDIAPQLLKRGEKIEMLVERTDTLNQQSFKFKKQSKQLK 180 

Query 185 RKMWLQNMKIKLIVLGIIIALILIIILSVCHGFK 218 

MW +N+K+ L++ I++ +1 II++S C GF+ 
Sbjct 181 CAMWWKNVKLMLVLGAI VLI I IFI I VMS YCDGFR 214 



>ref |NP_001056946.1| COS Os06g0174400 [Oryzasativa ( j aponica cultivar- group) ] 

dbj |BAA95814.1| Q putative synaptobrevin 1 [Oryza sativa Japonica Group] 

dbj |BAF18860.1| □ Os06g0174400 [Oryza sativa (japonica cultivar-group) ] 
Length=221 

GENE ID: 4340278 Os06g0174400 | Os06g0174400 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links). 

Score = 145 bits (367), Expect = le-33, Method: Compositional matrix adjust. 
Identities = 72/215 (33%) , Positives = 133/215 (61%) , Gaps = 4/215 (1%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPA- -SNNKFTYNCDGHTFNYLVEDG 62 

+++YA VARGTV+LAE++ N +A Q L +LP +++ +Y D + F+ DG 
Sbjct 2 AILYAWARGTVVLAEHSAAATNAGAVARQVLERLPGGGADSHVSYTQDRYVFHAKRTDG 61 

Query 63 FTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCV 122 

T +A E+ G++IP AF++ + F K YG A T+ A +N EF L + M Y 
Sbjct 62 ITALCMADEAAGRRIPFAFLEDIHGRFVKTYGRA-ALTSLAYGMNDEFSRVLSQQMDYYS 120 

Query 12 3 DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

+ P ++ +++ ++S+V+ VM++NI+KVL+RG+++++LVDKT N++ F++Q 

Sbjct 121 ND PN - ADR I NRMRGE I S Q VRTVM I DN I D KVLERGDRLDML VDKTANMQGNT I R F KRQARR 179 

Query 183 VRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGF 217 

R W +N+K+ + ++ ++ +1 ++++ +CHGF 
Sbjct 180 FRNTTWWRNVKLT I AL I FLLTVI I YWL VFMCHGF 214 



>gb | ABK95432 . 1 | unknown [Populus trichocarpa] 
Length=220 

Score = 145 bits (366), Expect = 2e-33, Method: Compositional matrix adjust. 
Identities = 74/213 (34%), Positives = 135/213 (63%), Gaps = 3/213 (1%) 

Query 5 SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNK-FTYNCDGHTFNYLVEDGF 63 

+++YA VARG+V+LAE++ N + IA Q L K+P +++ +Y+ D + F+ DG 
Sbjct 2 AILYALVARGSWLAEFSSTATNASAIARQILDKIPGNDDSNVSYSQDRYIFHVKRTDGL 61 

Query 64 TYC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQ YCVD 123 

+A E+ G++IP AF++ + + F + YG TA A ++N EF L + M+Y + 

Sbjct 62 AVLCMADETAGRR I PFAFLED I HQRF ARTYGRA - VI TAQAYAMNDE FS RVLSQQME YYTN 120 

Query 124 HPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

P ++ ++K ++S+V+ VM+ENI+KVL+RG+++ELLVDKT N+ + FR+Q 

Sbjct 121 DPN-ADRINRLKGEMSQVRNVMIENIDKVLERGDRLELLVDKTANMQGNTFRFRKQARRF 179 

Query 184 RRKMWLQNMKIKLIVLGIIIALILIIILSVCHG 216 

+W +N+K+ + ++ +++ +1 +++ VCHG 
Sbjct 180 SSAVWWRNVKLTVALILLLLVIIYVVLAVVCHG 212 



>ref |XP_001635801.1 | EE predicted protein [Nematostella vectensis] 
gb|ED043738.l| E3 predicted protein [Nematostella vectensis] 
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Length=218 

GENE ID: 5515684 NEMVEDRAFT_vlgl83227 | predicted protein 
[Nematostella vectensis] (10 or fewer PubMed links) 

Score = 140 bits (354), Expect = 5e-32, Method: Compositional matrix adjust. 
Identities = 74/191 (38%) , Positives = 111/191 (58%) , Gaps = 3/191 (1%) 

Query 6 LIYAFVARGWILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 

L Y+ +ARG IL +Y E TGNF + L K+P ++ K TY + F+ +VEDG Y 

Sbjct 3 LYYSLIARGGTILVDYAETTGNFQQVTYTILEKIPGNDTKCTYVSGSYQFHVIVEDGLVY 62 

Query 66 CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 125 

+A + G++ P AF+ + +K F+ +A TA + R+F L M DP 

Sbjct 63 LCMADKEFGKKDPYAFLEEIKRRFSNSSLKARARTAQSFEFKRDFAQVLATQMALYSD-P 121 

Query 126 EEVSKLA- -KVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNV 183 

A KV+ +V EVK VM +NIEKVL+RGE+I++L+DK E L + AQ F++ + + 
Sbjct 122 GRAGGDAINKVQREVDEVKDVMTKNIEKVLERGERIDILMDKAETLDNSAQTFQRHSSRL 181 

Query 184 RRKMWLQNMKI 194 

R+KMW QN ++ 
Sbjct 182 RKKMWWQNTRM 192 



>ref |NP_180106.1| ISIS ATVAMP712 (Arabidopsis thaliana vesicle-associated membran 
712) 

sp|Q9SIQ9 |VA712_ARATH E Vesicle-associated membrane protein 712 (AtVAMP712) 

gb|AAD23657.l| B putative synaptobrevin [Arabidopsis thaliana] 
Length=219 

GENE ID: 817072 ATVAMP712 | ATVAMP712 (Arabidopsis thaliana vesicle-associated 
membrane protein 712) [Arabidopsis thaliana] (10 or fewer PubMed links) 

Score = 140 bits (354), Expect = 5e-32, Method: Compositional matrix adjust. 
Identities = 75/213 (35%) , Positives = 133/213 (62%) , Gaps = 3/213 (1%) 

Query 5 SL I YAFVARGTVI LAE YTE FTGNFTT I AS QCLMKLP AS - NNKFTYNCDGHTFNYLVEDGF 63 

S++YA VARGTV+LAE + + N +TIA Q L K+P + ++ +Y+ D + F+ DG 
Sbjct 2 SILYALVARGTWLAELSTTSTNASTIAKQILEKIPGNGDSHVSYSQDRYVFHVKRTDGL 61 

Query 64 TYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVD 123 

• T +A E G++IP +F++ + + F + YG +A A ++N EF L + ++Y + 

Sbjct 62 TVLCMADEDAGRRIPFSFLEDIHQRFVRTYGRA- IHSAQAYAMNDEFSRVLNQQIEYYSN 120 

Query 124 HPEEVS KLAKVKAQVS EVKGVMMEN I EKVLDRGEKI ELLVDKTENLRSQAQDFRQQGTNV 183 

P ++++K ++++V+ VM+ENI+ +LDRGE++ELLVDKT N++ FR+Q 

Sbjct 121 DPN-ADTISRIKGEMNQVRDVMIENIDNILDRGERLELLVDKTANMQGNTFRFRKQTRRF 179 

Query 184 RRKMWLQNMKIKLIVLGI I IALILII ILSVCHG 216 

+W +N K+ L+++ +++ +11+ CHG 
Sbjct 180 NNTWWRNCKLTLLLILVLLVIIYIGVAFACHG 212 



>ref |NP_001048427.1| Q2E Os02g0803600 [Oryza sativa ( japonica cultivar- group) ] 
dbj |BAD36041.1 | B putative synaptobrevin 1 [Oryza sativa Japonica Group] 
dbj |BAF10341.1 | B Os02g0803600 [Oryza sativa (japonica cul tivar- group ) ] 

Length=226 

GENE ID: 4331049 Os02g0803600 | Os02g0803600 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 137 bits (346), Expect = 4e-31, Method: Compositional matrix adjust. 
Identities = 73/217 (33%), Positives = 127/217 (58%), Gaps = 9/217 (4%) 

Query 8 YAFVARGTVI LAE YTE FT - GNFTTI AS QCLMKLP ASNN KFTYNCDGHTFNYLVE 60 

YA VARG V++AE+ + N +A Q L +L A + +Y D H F+ 

Sbjct 6 YAAVARGAWMAEHGDAAFPNAGAVARQILDRLSAGDGGGGGDCNISYTQDLHVFHVKRT 65 

Query 61 DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 
DG T +A ++ G++IP AF++ + F K YG A TA A ++N EF L + M Y 
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Sbjct 66 DGVTALCMADDAAGRRIPFAFLEDIHGRFVKTYGRA-ALTALAYAMNDEFSRVLGQQMDY 124 

Query 121 CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

+ P ++++++ ++ +V+ VM++NI+KVL+RG+++ELLVDKT ++ F++Q 
Sbjct 125 YSND PN - ADR I S RMRGEMDQVRNVM I DN IDKVXERGDRLELLVDKTATMQGNTMRFKRQA 183 

Query 181 TNVRRKMWLQNMKIKLI VLGI I I ALILI I ILSVCHGF 217 

R +W +N+K+ + I++ +1 I+++ +CHGF 
Sbjct 184 RRFRNTVWWRNVKLTAASVFILLVIIYIVLVYMCHGF 220 

>ref |NP_001086871.1| B3E3 synaptobrevin-like 1 [Xenopus laevis] 

gb|AAH77586.l| [£3 Sybll-prov protein [Xenopus laevis] 
Length=22 0 

GENE ID: 446706 sybil | synaptobrevin-like 1 [Xenopus laevis] 
(10 or fewer PubMed links) 

Score = 137 bits (345), Expect = 5e-31, Method: Compositional matrix adjust. 
Identities = 71/192 (36%), Positives = 115/192 (59%), Gaps = 6/192 (3%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 
++++A VARGT ILA+ + GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGSYLFHYMCQDRII 61 

YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 
Y + + + F++ +K+ F YG +A TA ++N EF S L ++Y H 

YLCITDDDFERSRAFNFLNEIKKRFQTTYGS-RAQTALPYAMNSEFSSVLSAQLKY- - -H 117 

PE- -EVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

E V ++A+ +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N 
SENKSVDRVAETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRN 177 

VRRKMWLQNMKI 194 
+ R M ++N+K+ 
LARAMCMKNLKL 189 

>ref |XP_566592.1| B vesicle-associated membrane protein 712 [Cryptococcus neofor 
var. neoformans JEC21] 

gb|AAW40773.l| E3 vesicle-associated membrane protein 712, putative [Cryptococcu 
neoformans var. neoformans JEC21] 
Length=306 

GENE ID: 3253707 CNA02090 | vesicle-associated membrane protein 712 
[Cryptococcus neoformans var: neoformans JEC21] (10 or fewer PubMed links) 

Score = 136 bits (343), Expect = 8e-31, Method: Compositional matrix adjust. 
Identities = 73/192 (38%) , Positives = 116/192 (60%) , Gaps = 5/192 (2%) 

S L I YAF VARGTVI LAE YTEFTGNFTT IAS -QCLMKLPASNNKFTYNCDGHTFNYLVEDGF 63 
SLI+A +ARGT +LAE+ T A L K+P +N+K TY +Y+ +G 

SLIHALIARGTTVLAEHATGTAELKPAAQITILSKIPPNNSKLTYVWQDRLIHYVSSNGV 14 8 

TYCWAVES VGQQI PI AFMDRVKEDFTKRYGGGKAATAAANSLNREFGS KLKEHM - QYCV 122 

Y V+A +SVG+++P AF+ ++ FT +Y +A A+SL EF +L + M QY 

IYLVMADDSVGRRMPFAFLADLERRFTAQYESDDIVSAGAHSLE-EFEPELAKLMHQYTS 2 07 

DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

P + L + ++ ++ VK +M++NI+ +L RGE+++LLVDKT+ L QA FR+ + 
SPPAD- - PLRQAQSDLNNVKDIMVQNIDS ILQRGERLDLLVDKTDTLAGQAYAFRRGARS 265 

VRRKMWLQNMKI 194 
VRR+ W +NM+I 
VRRQQWWKNMR I 277 



Query 
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Sbjct 
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Query 


65 


Sbjct 


62 
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Sbjct 
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183 


Sbjct 
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Query 


5 


Sbjct 


89 


Query 


64 


Sbjct 
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Sbjct 


208 
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183 


Sbjct 


266 



>ref |XP_778199.1| B hypothetical protein CNBA1990 [Cryptococcus neoformans var. 
B-3501A] 

gb|EAL23552.l| E3 hypothetical protein CNBA1990 [Cryptococcus neoformans var. ne 
B-3501A] 
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Query 




Sbjct 


89 


Query 


64 


Sbjct 


149 


Query 


123 


Sbjct 


208 


Query 


183 


Sbjct 


266 



GENE ID: 4933450 CNBA1990 | hypothetical protein 
[Cryptococcus neoformans var. neoformans B-3501A] 

Score = 136 bits (342), Expect = le-30, Method: Compositional matrix adjust. 
Identities = 73/192 (38%) , Positives = 116/192 (60%) , Gaps = 5/192 (2%) 

SLIYAFVARGTVILAEYTEFTGNFTTIAS -QCLMKLPASNNKFTYNCDGHTFNYLVEDGF 63 
SLI+A +ARGT +LAE+ T A L K+P +N+K TY +Y+ +G 

SLIHALIARGTTVLAEHATGTAELKPAAQITILSKIPPNNSKLTYVWQDRLIHYVSSNGV 14 8 

TYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHM-QYCV 122 

Y V+A +SVG+++P AF+ ++ FT +Y +A A+SL EF +L + M QY 

I YLVMADDSVGRRMPFAFLADLERRFTAQYESDDIVSAGAHSLE -EFEPELAKLMHQYTS 207 

DHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

P + L + ++ ++ VK +M++NI+ +L RGE+++LLVDKT+ L QA FR+ + 
SPPAD - - PLRQAQSDLNNVKDIMVQNIDS I LQRGERLDLLVDKTDTLAGQAYAFRRGARS 265 

VRRKMWLQNMKI 194 
VRR+ W +NM+I 
VRRQQWWKNMRI 277 . 

>ref |NP_001026292.1| synaptobrevin-like 1 [Gallus gallus] 

sp|Q5ZL74.l|VAMP7_CHICK ES Vesicle-associated membrane protein 7 (Synaptobrevin- 
1) 

emb|CAG31519.l| B hypothetical protein [Gallus gallus] 
Length=22 0 

GENE ID: 422297 RCJMB04_7fl9 | vesicle-associated membrane protein 7 
[Gallus gallus] (10 or fewer PubMed links) 

Score = 135 bits (341), Expect = le-30, Method: Compositional matrix adjust. 
Identities = 71/192 (36%) , Positives = 114/192 (59%) , Gaps = 6/192 (3%) 

S L I YAFVARGTVI LAE YTEFTGNFTT I AS QCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 6 4 
++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 

AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGNYLFHYICQDRII 61 

YCWAVE S VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQ YC VDH 124 
Y + + + F + + +K+ F YG +A TA ++N EF S L ++Y H 
YLCITDDDFERSRAFNFLNE I KKRFQTTYGS - RAQTALPYAMNSEFS S VLAAQLKY H 117 

PEE- -VSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

E ++A+ +AQV E+KG+M+ NI+ V RGEK+ELL+DKTENL + F+ N 

SESKGTDQVAETQAQVDELKGIMVRNIDLVAQRGEKLELLIDKTENLVDSSVTFKTTSRN 177 

VRRKMWLQNMKI 194 
+ R M ++N+K+ 
LARAMCMKNLKL 189 



Query 


5 


Sbjct 


2 


Query 


65 


Sbjct 


62 


Query 


125 


Sbjct 


118 


Query 


183 


Sbjct 


178 



>gb|ABP03854.l| Longin-like [Medicago truncatula] 
Length=224 

Score = 135 bits (340), Expect = 2e-30, Method: Compositional matrix adjust. 
Identities = 70/217 (32%) , Positives = 127/217 (58%) , Gaps = 9/217 (4%) 

LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKF TYNCDGHTFNYLVE ' 60 

++Y VARG V+LAE++ N + +A Q L ++ N + +++ D + F+ 

IIiYGMVARGQWLAEFSVIQSNASWAKQILNQINQGTNSYNDSNVSFSHDRYVFHVRRT 62 

DGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQY 120 
DG T +A E+ G++IP +F++ + F K Y G +A A ++N EF L + M Y 
DGLTVLCMADEAFGRRIPFSFLEDIHNRFVKTYAGA- ILSAPAYTMNDEFSRILSQQMDY 121 

CVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQG 180 

P • +L ++K ++++V+ VM++NIEKVL+RG ++E+LV+KT + + + F++Q 
YSTDPN-ADRLNRLKGEMTQVRTVMLDNIEKVLERGGRLEMLVEKTATMNTNSVRFKRQA 180 

TNVRRKMWLQNMKIKLI VLGI I I ALILI 1 1 LS - VCHG 216 
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>ref |NP_610524.l| B3B CG1599 CG1599-PA [Drosophila melanogaster] 

gb|AAF58892.l| E3 CG1599-PA [Drosophila melanogaster] 

gb|AAL49317.l| E3 RH15778p [Drosophila melanogaster] 
Length=218 

GENE ID: 36015 CG1599 | CG1599 [Drosophila melanogaster] 
(10 or fewer PubMed links) 

Score = 135 bits (339), Expect = 2e-30, Method: Compositional matrix adjust. 
Identities = 69/211 (32%) , Positives = 124/211 (58%) , Gaps = 3/211 (1%) 

LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 
++Y+ ++RGT +LA++ E GNF + + ++ N+K TY + +Y E+ Y 

ILYSVISRGTTVLAKFAECVGNFAEVTEHIIGRIGVHNHKMTYTHGDYLIHYTCENKLVY 62 

CWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDHP 12 5 

+ + F+ +K+ F + YG + ATA A S+N EF L + M Y 

MCITDNEFERSRAFLFLADIKQKFIQTYGL-QVATAIAYSMNTEFSKILAQQMVY-FSQS 120 

EEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRR 185 

EV +++V Q+ E+K +M++NI+ + DRGEK+ELLV+KTENL + + FR+ N+ R 
REVDTISRVHGQIDELKDIMVKNIDSLRDRGEKLELLVNKTENLSNNSVAFRKASRNLAR 18 0 

KMWLQNMKI KL I VLG I I I AL I L I I I LS VCHG 216 
+M+ +N+++ +V+G++I 1+ +I+S+ G 
QMFWKNIRV-YVWGLVITFIVYVIVSMACG 210 

>ref |NP_035645 . 1 1 L f JL*j vesicle-associated membrane protein 7 [Mus musculus] 

sp|P70280.l|VAMP7_MOUSE ES Vesicle-associated membrane protein 7 (VAMP-7) (Synap 
protein 1) 

einb|CAA65509.l| Q synaptobrevin-like protein [Mus musculus] 
8 more sequence titles 

emb|CAB94231.l| synaptobrevin-like protein [Mus musculus] 

dbj |BAB22386.1| E3 unnamed protein product [Mus musculus] 

dbj |BAB27667 .1 1 E3 unnamed protein product [Mus musculus] 

gb|AAH03764.l| S Synaptobrevin like 1 [Mus musculus] 

dbj | BAC40712 . 1 1 ESI unnamed protein product [Mus musculus] 

dbj |BAE38126.1| E] unnamed protein product [Mus musculus] 
gb|ABK42476.l| VAMP 7 [synthetic construct] 

gb|EDL07809.l| E£3 synaptobrevin like 1, isoform CRA_c [Mus musculus] 
Length=220 

GENE ID: 20955 Vamp7 | vesicle - associated membrane protein 7 [Mus musculus] 
(Over 10 PubMed links) 

Score = 134 bits (337), Expect = 4e-30, Method: Compositional matrix adjust. 
Identities = 71/192 (36%), Positives = 115/192 (59%), Gaps = 6/192 (3%) 

Query 5 SL I YAF VARGTVI LAE YTE FTGNFTT IAS QCLMKLP ASNNKFTYNCDGHTFNYLVEDGFT 64 

++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
Sbjct 2 AIL FAWARGTT I LAKHAWCGGNFLE VTEQ I LAKI PS ENNKLTYSHGNYLFHY I CQDR IV 61 

Query 65 YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 

Y + + + +F++ VK+ F YG +A TA ++N EF S L +++ H 
Sbjct 62 YLCITDDDFERSRAFSFLNEVKKRFQTTYGS-RAQTALPYAMNSEFSSVLAAQLKH H 117 

Query 125 PEEVS- -KLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

E S K+ + +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N 
Sbjct 118 SENKSLDKVMETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRN 177 

Query 183 VRRKMWLQNMKI 194 
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+ R M ++N+K+ 
Sbjct 178 LARAMCMKNIKL 189 



>emb|CAH69613.l| synaptobrevin 1-2 [Paramecium tetraurelia] 
Length=22 8 

Score = 134 bits (337), Expect = 4e-30, Method: Compositional matrix adjust. 
Identities = 71/216 (32%), Positives = 130/216 (60%), Gaps = 3/216 (1%) 

Query 6 LIYAFVARGT-VILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 

+ IYA V RG+ V+L+EY+ GN+ A + K+ SN K + +N + + F+ LVEDGF+ 
Sbjct 8 1 1 YAWVRGSNWLS E YS I AKGNYI AFAKTI I S KVNQSNAKKS FNYEQYEFH I LVEDGFS 67 

Query 65 YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 

+ ++A + +1 A ++ +K+ F++ + A+LN+F+K ++Y + 
Sbjct 68 FLIMAERGLKMRIAFACLEDMKQKFFQMFQPQQRDQAISYGLNSQFSIEQKNKIEYY--N 125 

Query 12 5 PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

+ KL V + + K VMMEN++K+L+RGEKI++LV+KT + + + ++ T +R 
Sbjct 126 SPQADKLRMVSDNIQQTKEVMMENLDKLLERGEKIDILVEKTNVMVNISTSMKENATTLR 185 

Query 185 RKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKCH 220 

R+MW +N+K+ +I++ + + I II++ C GF H 
Sbjct 186 RQMWWRNIKMTI ILVLVGLLAIYI IMVIACGGFAMH 221 



>ref |XP_001439963.l| E hypothetical protein GSPATT00008957001 [Paramecium tetrau 
strain d4-2] 

emb|CAD97455.l| synaptobrevin 1 [Paramecium tetraurelia] 
emb |CAK72566 .1 | E3 unnamed protein product [Paramecium tetraurelia] 
Length=228 

GENE ID: 5025748 GSPATT00008957001 | hypothetical protein 
[Paramecium tetraurelia strain d4-2] 

Score = 134 bits (337), Expect = 4e-30, Method: Compositional matrix adjust. 
Identities = 72/216 (33%) , Positives = 125/216 (57%) , Gaps = 3/216 (1%) 

Query 6 L I YAFVARGT - VI LAE YTEFTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFN YLVEDGFT 64 

+IYA VARG+ + L+EY+ GN+ + L K+ N K ++N + + F+ LVEDGF+ 
Sbjct 8 IIYAWARGSNLFLSEYSILKGNYIDFSKTILSKVNQQNAKKSFNYEQYEFHILVEDGFS 67 

Query 65 YC WAVES VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQ YC VDH 124 

+ ++A + +1 A ++ +K+ F++ + A+LN+F+K +QY + 
Sbjct 68 FLIMADRGLKMRIAFACLEDMKQKFFQMFTPQQRDKAMSYGLNSQFSIEQKNQIQYY- -N 125 

Query 12 5 PEE VS KLAKVKAQVS E VKG VMMEN I EKVLDRGEKI ELLVDKTENLRS QAQDFRQQGTNVR 184 

+ KL V + + K VMMEN++K+L+RG+KIE+LV KT+ + + R T +R 
Sbjct 126 SPQADKLRMVSDNIQQTKDVMMENLDKLLERGDKIEILWKTDQMAMLSTTMRTNATTLR 185 

Query 185 RKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKCH 220 

R+MW +N K+ LI + + + + I I + + C GF H 
Sbjct 186 RQM WWRNKKMML I M I L VGLLAI YF I MV I ACGG F AMH 221 



>ref |XP_795809.2 | ESQ PREDICTED: similar to Sybll-prov protein [Strongylocentrot 
purpuratus] 

ref |XP_001188931.1| ES PREDICTED: similar to Sybll-prov protein [Strongylocentro 
purpuratus] 
Length=220 

GENE ID: 591136 LOC591136 | similar to Sybll-prov protein 
[Strongylocentrotus purpuratus] 

Score = 134 bits (336), Expect = 5e-30, Method: Compositional matrix adjust. 
Identities = 68/212 (32%), Positives = 125/212 (58%), Gaps = 1/212 (0%) 

Query 6 LIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFTY 65 

++YA +ARGT +LA Y GNFT + Q LMK+P N K TY+ + F+Y+ ++ Y 
Sbjct 3 ILYAVIARGTTVLANYAACQGNFTEVTEQVLMKIPPQNAKLTYSHGAYLFHYVSDERIIY 62 

Query 66 C WAVE S VGQQI P I AFMDR VKEDFTKRYGGGKAATAAANSLNRE FGS KLKEHMQYC VDHP 125 
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Query 


5 


Sbjct 


2 


Query 


65 


Sbjct 


62 


Query 


125 


Sbjct 


118 


Query 


183 


Sbjct 


178 



+ + + AF+ +K+ FT YG + TA ++N EF L ++Y 
Sbjct 63 MCITDDDFERSRAFAFLQEIKKKFTATYGS-RVHTALPFAMNSEFSRVLAAQIRYFAQPL 121 

Query 12 6 EEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVRR 185 

+ +++++V+ + E+ +M+ NIE V +RGE++ELL+DKTE+L + + F++ ++ R 
Sbjct 122 SDHTRMSEVQQDLEELNQIMVRNIESVSNRGERLELLIDKTEDLETTSLTFKKSSKSLAR 181 

Query 186 KMWLQNMKI KLI VLGI I IALILI I ILSVCHGF 217 

M+++N+K+ +1+ ++I +1 1+ + C G 
Sbjct 182 SMFMKNLKLI I ILS I WILVI YFI VSAACGGL 213 . 

>dbj |BAD96514.1| synaptobrevin-like 1 variant [Homo sapiens] 
Length=220 

GENE IDs 6845 VAMP 7 | vesicle-associated membrane protein 7 [Homo sapiens] 
(Over 10 PubMed links) 

Score = 134 bits (336), Expect = 6e-30, Method: Compositional matrix adjust. 
Identities = 77/215 (35%) , Positives = 128/215 (59%) , Gaps = 6/215 (2%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 
++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGNYLFHYICQDRIV 61 

YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 

Y + + + F++ +K+ F YG +A TA + +N EF S L +++ H 
. YLC I TDDDFERSRAFNFLNE I KKRFQTTYGS - RAQTAPPYAMNS E FS S VLAAQLKH H 117 

PEE- -VSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

E + K+ + +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N 
SENKGLDKVMETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRN 177 

VRR KMWLQNMKI KLI VLGI I IALILI I ILSVCHGF 217 
+ R M ++N+K+ +I++ +11 11+ +C GF 
LARAMCMKNLKLTI III I VS I VFI YI I VSPLCGGF 212 

>ref |NP_005629.l| E E ve sicle-associated membrane protein 7 [Homo sapiens] 
ref |XP_001100334.1| EE PREDICTED: synaptobrevin-like 1 isoform 3 [Macaca mulat 
ref |XP_001498248.1| DDE PREDICTED: similar to ORF isoform 1 [Equus caballus] 
6 more sequence titles 

sp | P51809 . 3 | VAMP7_HDMAN 13 Vesicle-associated membrane protein 7 (VAMP-7) (Synapt 
protein 1) (Tetanus -insensitive VAMP) (Ti-VAMP) 
emb|CAA63133.l| Q ORF [Homo sapiens] 

emb|CAB96816.l| E£3 synaptobrevin-like 1 protein [Homo sapiens] 
gb|AAH56141.l| E Vesicle-associated membrane protein 7 [Homo sapiens] 
gb|EAW55882.l| [£3 synaptobrevin-like 1, isoform CRA_e [Homo sapiens] 
gb|EAW55883 .l| EH synaptobrevin-like 1, isoform CRA_e [Homo sapiens] 
Length=220 

GENE ID: 6845 VAMP 7 | vesicle -associated membrane protein 7 [Homo sapiens] 
(Over 10 PubMed links) 

Score = 133 bits (335), Expect '= 8e-30, Method: Compositional matrix adjust. 
Identities = 77/215 (35%) , Positives = 128/215 (59%) , Gaps = 6/215 (2%) 

SL I YAF VARGTVI LAE YTE FTGNFTT IAS QCLMKLPASNNKFTYNCDGHTFNYL VEDGFT 6 4 
++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGNYLFHYICQDRIV 61 

YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 

Y + + + F++ +K+ F YG +A TA ++N EF S L +++ H 
YLC I TDDDFERSRAFNFLNE I KKRFQTTYGS - RAQTALPYAMNSEFSS VLAAQLKH H 117 

PEE- -VSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

E + K+ + +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N 
SENKGLDKVMETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRN 177 



Query 


5 


Sbjct 


2 


Query 


65 


Sbjct 


62 


Query 


125 


Sbjct 


118 
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Query 183 VRRKMWLQNMKI KL I VLG I I I AL I LI I I LS VCHGF 217 

+ R M ++N+K+ +I++ +1 I 11+ +C GF 
Sbjct 178 LARAMCMKNLKLTI III I VS I VFI YI I VSPLCGGF 212 



>ref |XP_855489.1| EE PREDICTED: similar to Synaptobrevin-like protein 1 [Canis 
Length=331 

GENE ID: 612663 VAMP 7 J vesicle -associated membrane protein 7 
[Canis lupus familiaris] 

Score = 133 bits (334), Expect = 9e-30, Method: Compositional matrix adjust. 
Identities = 75/213 (35%), Positives = 129/213 (60%), Gaps = 2/213 (0%) 

Query 5 S L I YAFVARGTV I LAE YTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYL VEDGFT 64 

++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
Sbjct 113 AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGNYLFHYICQDRIV 172 

Query 65 YCWAVE S VGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANS LNRE FGS KLKEHMQYCVDH 124 

Y + + + F++ +K+ F YG +A TA ++N EF S L +++ ++ 

Sbjct 173 YLC ITDDDFERSRAFNFLNE I KKRFQTTYGS - RAQTALPYAMNSEFS S VLAAQLKHHSEN 231 

Query 125 PEE VS KLAKVKAQVS E VKGVMMEN I EKVLDRGEKI ELLVDKTENLRS QAQDFRQQGTNVR 184 

+ + K+ + +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N+ 
Sbjct 232 -KGIDKWETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRNLA 2 90 

Query 185 RKMWLQNMKIKLIVLGIIIALILIIILSVCHGF • 217 

R M ++N+K+ +I++ +1 I 11+ +C GF 
Sbjct 291 RAMCMKNLKLTIIIIIVSIVFIYIIVSPLCGGF 323 



>ref |XP_001459953.l| EE hypothetical protein GSPATT00025290001 [Paramecium tetr 
strain d4-2] 

emb|CAK92556.l| E unnamed protein product [Paramecium tetraurelia] 
Length=22 8 

GENE ID: 5045738 GSPATT00025290001 | hypothetical protein 
[Paramecium tetraurelia strain d4-2] 

Score = 133 bits (334), Expect = 9e-30, Method: Compositional matrix adjust. 
Identities = 71/216 (32%), Positives = 129/216 (59%), Gaps = 3/216 (1%) 

Query 6 L I YAFVARGT - V I LAE YTE FTGNFTT I ASQCLMKLPASNNKFTYNCDGHTFNYL VEDGFT 64 

+IYA V RG+ V+L+EY+ GN+ A + K+ SN K ++N + + F+ LVEDGF+ 
Sbjct 8 IIYAVWRGSNWLSEYSIAKGNYIAFAKTIISKVNQSNAKKSFNYEQYEFHILVEDGFS 67 

Query 65 YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 

+ ++A + +1 A ++ +K+ F++ + A+LN+F+K ++Y + 
Sbjct 68 FLIMAERGLKMRIAFACLEDMKQKFFQMFQPQQRDQAISYGLNSQFSIEQKNKIEYY--N 125 

Query 125 PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

+ KL V + + K VMMEN++K+L+RGEKI++LV+KT + + + ++ T +R 
Sbjct 12 6 SPQADKLRMVSDNIQQTKEVMMENLDKLLERGEKIDILVEKTNVMVNISTSMKENATTLR 185 

Query 185 RKMWLQNMKIKLIVLGIIIALILIIILSVCHGFKCH 220 

R+MW +N K+ +I++ + + I II++ C GF H 
Sbjct 186 RQMWWRNKKMTI ILVLVGLLAI YI IMVIACGGFAMH 221 



>ref |NP_445983.l| EE vesicle-associated membrane protein 7 [Rattus norvegicus] 

sp|Q9JHW5.l|VAMP7_RAT E Vesicle -associated membrane protein 7 (VAMP- 7) (Synapto 
protein 1) 

gb| AAF88059.1 |AF281632_1 E vesicle-associated membrane protein 7 [Rattus norveg 

gb|EDL83883.l| E synaptobrevin-like 1, isoform CRAjb [Rattus norvegicus] 
Length=220 

GENE ID: 85491 Sybil | synaptobrevin-like 1 [Rattus norvegicus] 
(10 or fewer PubMed links) 

Score = 133 bits (334), Expect = 9e-30, Method: Compositional matrix adjust. 
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Identities = 75/213 (35%), Positives = 128/213 (60%), Gaps = 2/213 (0%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 
++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGNYLFHYICQDRIV 61 

YCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATAAANSLNREFGSKLKEHMQYCVDH 124 
Y + + + F++ VK+ F YG +A TA ++N EF S L +++ ++ 

YLCITDDDFERSRAFGFLNEVKKRFQTTYGS -RAQTALPYAMNSEFSSVLAAQLKHHSEN 12 0 

PEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTNVR 184 

+ + ++ + +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N+ 
-QSLDRVTETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRNLA 179 

RKMWLQNMKIKLIVLGIIIALILIIILSVCHGF 217 
R M ++N+K+ I++ +11 11+ +C GF 
RAMCVKNVKLTAIIVWSIVFIYIIVSPLCGGF 212 



Query 




Sbjct 




Query 




Sbjct 








Sbjct 


121 


Query 


185 


Sbjct 


180 



>ref |NP_001069770 .1 1 EE vesicle-associated membrane protein . 7 [Bos taurus] 

sp|Q17QI5.l|VAMP7_BOVIN [£3 Vesicle-associated membrane protein 7 (VAMP-7) (Synap 
protein 1) 

gb|AAI18342.l| Similar to Synaptobrevin-like protein 1 [Bos taurus] 
Length=220 

GENE ID: 613984 SYBL1 | vesicle-associated membrane protein 7 [Bos taurus] 

Score = 133 bits (334), Expect = 9e-30, Method: Compositional matrix adjust. 
Identities = 77/215 (35%), Positives = 128/215 (59%), Gaps = 6/215 (2%) 

SLIYAFVARGTVILAEYTEFTGNFTTIASQCLMKLPASNNKFTYNCDGHTFNYLVEDGFT 64 
++++A VARGT ILA++ GNF + Q L K+P+ NNK TY+ + F+Y+ +D 
AILFAWARGTTILAKHAWCGGNFLEVTEQILAKIPSENNKLTYSHGNYLFHYICQDRIV 61 

YC WAVE SVGQQ I P I AFMDRVKEDFTKRYGGGKAATAAANSLNRE FGS KLKEHMQYCVDH 124 
Y + + + F++ +K+ F YG +A TA ++N. EF S L +++ H 
YLCITDDDFERSRAFNFLNEIKKRFQTTYGS - RAQTALPYAMNSEFSSVLAAQLKH H 117 

PEE- -VSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIELLVDKTENLRSQAQDFRQQGTN 182 

E + K+ + +AQV E+KG+M+ NI+ V RGE++ELL+DKTENL + F+ N 
SENKGLDKVMETQAQVDELKGIMVRNIDLVAQRGERLELLIDKTENLVDSSVTFKTTSRN 177 

VRRKMWLQNMKIKLIVLGIIIALILIIILSVCHGF 217 
+ R M ++N+K+ +I++ I + I 11+ +C GF 
LARAMCMKNLKLTI 1 1 1 1 1 SWF I Y 1 1 VS PLCGGF 212 



Query 


5 


Sbjct 


2 


Query 


6 ? 


Sbjct 


62 


Query 


125 


Sbjct 


118 


Query 


183 


Sbjct 


178 



>dbj |BAE99604.l| synaptobrevin-like protein [Arabidopsis thaliana] 
Length=186 

Score = 133 bits (334), Expect = le-29, Method: Compositional matrix adjust. 
Identities = 62/175 (35%), Positives = 112/175 (64%), Gaps = 2/175 (1%) 

Query 42 SNNKFTYNCDGHTFNYLVEDGFTYCWAVESVGQQIPIAFMDRVKEDFTKRYGGGKAATA 101 

S+ + ++ D + F+ L DG T+ +A ++ G+++P ++++ + F K YG A A 
Sbjct 6 SDERLCFSQDRYIFHILRSDGLTFLCMANDTFGRRVPFSYLEEIHMRFMKNYGK-VAHNA 64 

Query 102 AANSLNREFGSKLKEHMQYCVDHPEEVSKLAKVKAQVSEVKGVMMENIEKVLDRGEKIEL 161 

A ++N EF L + M++ +P V L> +V+ +VSE++ VM+ENIEK+++RG++IEL 
Sbjct 65 PAYAMNDEFSRVLHQQMEFFSSNPS-VDTLNRVRGEVSEIRSVMVENIEKIMERGDRIEL 12 3 

Query 162 LVDKTENLRSQAQDFRQQGTNVRRKMWLQNMKIKLIVLGI I IALILI IILSVCHG 216 

LVDKT ++ + FR+Q +RR +W++N K+ +++ +1+ L+ III S C G 
Sbjct 124 LVDKTATMQDS S FHFRKQS KRLRRALWMKNAKLLVLLTCL I VFLLY 1 1 IAS FCGG 178 
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